RECEIVED, 

AUG 2 8 2002 

TECH CENTER 1600/2900! 



I, Keita Takizawa, Wako Pure Chemical Industries, Ltd., Tokyo Office, 1-7, 
Nihonbashihoncho 2-chome, Cho-Ku, Tokyo, Japan, do hereby solemnly 
declare: 

1. That I am acquainted with the Japanese and English language; 

and 

2. That the English text attached hereto is a true translation of the 
following document: 

Japanese Patent Application No. 274219/2000 

AND I MAKE SOLEMN DECLARATION conscientiously believing the same 
to be true and correct. 




DECLARATION 



This 24th day of July, 2002 



Keita Takizawa 



RECEIVED 

W f«B) AUG 2 8 2002 

J' 9 ^ | ^ If ^ TECH CENTER 1600/2900 

JAPAN PATENT OFFICE 



This is to certify that the annexed is a true copy of the following application as filed 
with this Office 

til m *¥■ 8 P 

Date of Application: 2 0 0 0^ 9 M 80 

m ® # -*§- 

Application Number: #68 2000-274219 

Applicants): ^ fO^ftfi^XH^c^^ft 



2001^ 5|1 10 



# n fr & * ^2 II? juL 

Commissioner, w*^L. w 1 

Japan Patent Office I I f 




m$E## ffi$E# 2001-3038780 



#2 000-274219 



[8E3##3 WJ018 

imm#m&m] ci2N 9/00 

C12N 15/52 
G01N 33/50 

[ft*] Oi# 

[*mmHA3 

[^S'J##] 000252300 
3 100089314 



2001-3038780 



#2000—274219 



[3»SQ##] 100086999 



#1^2000-174604 
^12^ 6^12 0 

014742 

21.000R 



m i 

l 

mmm i 
^tt^ i 



\~7 )\>— y <D] 



2 



ffill#2 001-3038780 



#2000—2742 19 



mmm 

3^«*stisA\ KA^#AS*ifcr^ yi^j^n/N^f^'j 

*y Fiit'feot, ^S£/W:/y >y Kil^, ffrfH^^ K#«&Xl±#AS*i 
SI&i:H«i©BPlRMttS:^LB.o«iftXt±#A3*ifc^^ KSP^Jc^St^^ 
F ic *f L T M^lg & ^ 3 ft R "t £ i: % »»3R?Sf£*«^f b "* * tt« & ^ -* 

[ff*«2] ^C^Ktf, BB#f#-if lJC^bfcT^ /"MB#Jtf>e> -fe^e>a!«*ifc 
U >y K#3R. 

o 
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Hi(£>7^ 7 ^@H^J©Asp2 9 4, Leu3 0 2 - Asp 3 1 0 Glu3 6 2&, N^^g 

Clf*^2 1] ff^l 4~ 1 9 lC|Bi£2*ifcMi5:'£A,T*&&. S»3RtC#A 
[»#&2 2] fMl 4-1 9 Jcffi«3ftfcgiR&Mv**£ 

[ff#*2 3] m&mi 4-1 9 iztzMZftfr&mt* mmmizmA&frizmm 
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[Sf#«2 5j 4~1 9JCSB«SftfcSili&^'T?fc5, »*^tC#A 

[IM2 6] 4 — 1 9lcaB«Sftfc#3g&-£^fcS, »gflilC#A 

[»#£2 7] SNfcgl 4-1 9fcffi*3;ftfc#fR&JB^S£fc£4#«fct-S, 

[M2 8] it^i 4-i 9izmmznf=.Bmt. mmmizmAtr=.itmm 

KB3#I©Asp2 9 4, Leu3 0 2 -As P 3 1 0 £L Glu3 6 2 N^ag^l^C^j^ 

A b r £ & £ -t 2> m D N A „ 

* -e- u y mm*mmm u io^n-^-6-'j> 
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mMFKDkspZ 9 4 , Leu3 0 2 -As P 3 1 Ofi, Glu3 6 2&, N5M8;&tfC5fii8 

o 

[»*5I3 4] m&ms 3SB«<B/W:/y * KMtaMK^&'S^-DNAlCjIp 
A L i i: £ £ f 4 ff M^ffi^x. D N A „ 

^ K##A*fc«:tt#IS*ifcjB h*/*— tf. 

C»#^3 6] 4#5£&B#BB#[#^ 3 O-C^3*i&0 t?©7S 
;SftBB#I©Ile280/Asp281, Val796/Ser797©fir4l^^f,5B^S4xfeaiIffiT?*S 

If ^3 5fB*©/3 -tfv? h >>^-i? 0 

a l fe i ^ t -t s ffiM&ffi&m?L d n a 0 

aftfe7$y»ffi^JC3S75;Sli!?!I4:iB^ffi^t4«S^t*i:, £ 

^ y ^@H#j£>Lysl67/168Cys, Cysl68/169Tyi\ Glu407/408Asp, Lys91/93Thr 
. Tyrl69/177Lys©M*l^^e>3B#lS*lfc3Pfi'TfS>*if#3®4 l|B«©T;i/AU 



4 
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[If #3^4 4] ^#^4 3fE«tf)/W y KSPSt^fS^-fc^^-DNACj* 

[»#£4 5] »#^4 4iH«©«§*SIADNAS:^tf^«<ESIfr*fct±mS» 
Aft- 

U 7** 7 7 # -if ©#3R?SttS:£iU .&-o7;i/# U 7 * ^ 7 7 * --t?lc®^£ 

» a $ ti r ^ j mmn k. m m r $ j mmn t tg&m & m t z> mn^^-t 

[0 0 0 1 ] 

JtfiiBJC^*^^ KHftSM7*'J«; >lftffifcK3!iB 
[0 0 0 2] 

'Vnil^C^^iJ-T^I^fc, HPLC&, «^CacS&& **f«SlA3ffia!l^ 
M^,^M£i£ (J^T> EIA&) ^AfD^-77sI^i:©2o(c^ 
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, »fR&JB^fcEM I Tig (IMMUNOASSAYS R. M. Nakamura et. al Alan R. L 
iss, Inc., New York) #$t£2*l, H/§-ffc£*lT ^5= M5£*f^ 
«^Mt^tetl|rbfc»3R&Mv*, ^nJCSMje^ftJtc^-tStftfr^je^-rsi: 

* irajeat fcft # a 7 -r > & if <d j: e> tCfS^H 5 -© &©{C|5B^*l3£vO 

(#^¥8-507686#) -S>/8 hS/^-if (FEBS Letters434 (1998) 23-27 
, FEBS Letters438 (1998) 267-271) ^tffcl&flT V*&. b b # & d *l © # 

BSaRfSffi & ^ £ & v & 6 v * teg£iii?S<f£ # & o fc b T =b IB £ * <& W 

«#»/\>f :/y y K^lc^bfei:^tc^?S'f4^^fcb^^«-a-^$>^r £ 
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[0 0 0 3] 

* T* M j£ -T -5 fe #> © # & & 31 « IT -5 £ i: tc & £ . 
[0 0 0 4 ] 

jcrp ©M^ic^ffi-rtiii. iRffl e»^«f^«tc3iis«rfBjasc r p©«ffcj&« 

K#SS £ ffl ^ T , ft Jtfej5ST?«»tf» ©«*«s C R P m& * «T«B Z. f 

*#&&I1#^5»©/W:7y y KMfcLT, (1) 1 lCa*l/fc7S 

Sfc*f«*3R?Stt#3efl:'*- SttR&ftS^'f^'J v FBm* (2) K# 

jRLfc7SyM&BB*J&'£tJ : fc©'T?&5 (1) ffi*CDA>f ^'J K»*, (3) ^ 
^K#, CRPi:JB^tBfc^*S4«fclB^tBfcffi«&^S%©"e&£ ( 
2 ) SB«0)/W y U y KgjR, (4 ) K©7 3 ; MB#I#IB#I## 2 ~ 5 

(Dfa;ft^<Z)@e?rja>^tf;ft£4>&< 6f@J^±(Z)7 * >>BfciB#l&'£tJ%(Z>T?& 

£ (i) nm&^^-Jv v \?&m. (5) ^;i/3-^-6-u>iftfltt*iR 
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Ml (JKTG6PDHi: 5), B-iS^V b i/ #-M X&7;b# U * 

(1) 3B«0)/W:7y v K»3R. (6) K£M-£te£ 

M-tzmntrnfexnb* (i) ia*©/w:/y ^ k»3S#, mmx&z>z.£z& 

^T'^*©fflii^CR PlgMi: It, (7) (1) ~ (6) ©Mtl^lClH 
tRStifcSSJRSr^/u-e^-SCRPaff^ffiWIli, (8) SfCjaCRPflitt £l^A,T*&£ ( 
7) SB4£(Z)3$I& (9) (1) - (6) ©rnijWCffi«3ftfc»fS&#t?#^3: 
-£A,T*&£CRPM5£M3f y K (10) MfcmCRPSLtt&^T?*;*, 3S*^9Sa 

«©=¥>yh, (id (i) ~ (6) (Dnn-t)Hzmm2titc.Bmzm^zz.£* 
^mt-tscRP(Dmm^m. (12) nizm^pu^m^^xm^^ a 1 

) ia*®M^^, (13) CRP&£tf8*f*i:» (1) ~ (6) ©faftjWCffi* 
#ifciSft ft IC j£ -5 V n X * (DCRP* CRP© # 

mthX. (1 4) #^g{C^^ K^J*A*fett«*3nfcG6PDH, (15 
) #5£&g#, 6ffiJ£iLt©yS ygftjSS&^fr-S^^ K©#A*fcttttSltCJ: 
oTfe> G6PDHra'l4£#f#T*££&ST*&£ (14) l3«<DgPifi, (1 6) 

fifiA^ fSASfettBiftstife^^ bizm^??- btffi&mzm-tzmmtfm 

G6PDHiSffi#3Effc"tSffifiT?&S (14) fa«tf)@Pifi, (1 7) 
&ff#I5#J#^6^^£;ft£G6PDHtf)r ^ y»IB#lG>Asp2 9 4, Leu 3 0 2 -Asp 
3 1 0&, Glu3 6 2 ft, NftffiJkT$C3i1®frbmiZnZ>fi:M<D&mX2b2> (1 
4) &m<D»m. (18) ^"/^ K^CRP(Z)T^ ;WW^IlfiTl^t)(i!)T'fe 

-5(14) gB«ea>si^ d9) btfm^?^ biznmmizm^^mm 

. jg{c (20) (H) ~ (19) iciBUcSftfc®**:^-*?**, SSWcJ* 

A*.fett«#IS*ifc^^KS:^'rsft«©MSfflttS6, (2 1) (14) ~ 
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d9) izmmzftfemmz'S/vT'tez. mmmizmxt-r^trnm^nr^^^ 

KI:^t5«I©iSffl^>y (2 2) ( 1 4 ) ~ ( 1 9 ) IzmMZtlfcB 

zmnowfeiim. (23) (H)~(i9) mm^nt^mmn, m&mizm 
m^^^^m-t^mu(Dm^m. (24) (14) ~ (19) fcta*£*i 

#>S3£S:#$!i:t- -5, Mi 8 FZ&m?2>mW<DWfeJ3&. (25) (1 

4) ~ (19) tCfE«34x£Mi&^A,T*&£, St»*tC»A*fcttiSSIS4ife 
^7^K£Ml^fg£*ir£t)f|tf>$IMSi^g (26) (14)~(19) izmM, 

-t&miKDmfem**; b> (27) (H) ~ (i9) izmmznfcmmitm^ 

ZZZZftffit^Z. 3S#*£i*A*fctt1»&3*ifc'<7 , * L Kfc*S-£flB 5 
(28) (14) ~ (19) Jca3«S*lfe»3Ril, SHMRtC# 

m-r mnvwfexm s n^-r -5 © t* & -5 . 

lai&iSfjt'rSfcftfC, (2 9) ffi#l##6T?a*3ft*G6PDH<Z>7$ ygfcffi#I©Asp 
2 9 4, Leu3 0 2 -As P 3 1 0£L Glu3 6 2& N^Sgatf C^agj^ biBlin 
SffiftCDMlC, *Mfc^7?- K#S«Xtt#Aa*ifc7 3 yifcSi#l&^1-*/W 

(3 0) (2 9) SB«©7W7y y KMiitfc^*:^ #-DN Ale 
»Alfcii:^#Sii:t5lrM*iiDNA, (3 1) ( 3 o ) gB«©*!B# 

ii d n a ^^t.-f Kgi^xttf t^Af, (32) (3D &m<Dj&9tmm 
ftxitmnmAfazmmh. GSPDBa&mts&tmL* R^>G6PmKm&xizmA 
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«&^-rsseK©iS3t*& (33) BB^j##6-e^stisG6PDH©r^ ;m 

@B?(J©Asp2 9 4, Leu3 0 2 -Asp 3 1 Ofi, Glu3 6 2fi, N3M82fctf C5fcSS;fr 

v^ttlt&Stifcrs ^M^J^^i-<2>> A-f^U y K»3SS:n- Kf -Sifter 
(3 4) (3 3) mm(D/\^-^V v KSiHai^Sr^^^-DNAtC^AUfer. 

3e>jctt, (3 5)#^&«ic, SB^js^nc^Lfer^ ;si^&itfn 

fr^zf?- K##A*fc«:«IJIS*i&j8 h (3 6) 4$5£&fi# 

BJ#l#-&3 0T^£*l£j3 -ii^V hS/#-i£©T^ 7 MftBH^I©He280/Asp281 
, Val796/Ser797<Z>'(Br4xj^^&3a^3 4lfeaP&'Tf»S (3 5) fB«£>0-#^* 
(3 7) (3 6) ffi«©A>r^'U v K»Sg&n- Ki-SJte^, ( 

3 8) (3 7) gB«0>/W:/y y K»lR3t^=&^f *-DNAfc#Abfeii: 
&#«fci-5frSfcJK#fft;*.DNA, (3 9) (3 8) UM<nm&%kX D N A £ 
^tf7g««&#*fctt?gR#A#, (4 0) (3 9) aB«©^R«Slfr*fett^ 

J/4f-^»cfBSI*fctt#ASnfcT^ ^KBI^JKi^STS /BftS2#Jfc*S^IB&^ 

$e>iC^^, (4 1) #gfii(C, £a*L&yS yM*J**e>3Btf 

nfe^^K3!>«#A*fet±iBSIStlfeT^/*U7*^7T*-^, (4 2) #j£ 

/168Cys, Cysl68/169Tyr, Glu407/408Asp, Lys91/93Thr N Tyrl69/177Lys(Z) 

fttifrfrbm$iztit=.%mx*&z> (4 i) sa«©r^/*u 7*x7t ( 

4 3) (4 2) fBl£tf>;W y<J y K»3R&H- K-TSit^, (4 4) (4 3) 
ffi«©/\>f y KWSRJt^Sr^^^-DNAJcWAUfeiilSr^Fafc-rsff 
IWiiDNA, (4 5) (4 4) SB«©jfi*g|iL D N A S:^tf^R«SI^ 



1 0 
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£&tt?gB#A#, (4 6) (4 5) mM&BMmmfttt-izj&KMAfazmm 
if jc g& * &m a $ ix 7 3 y atBB#i ic ^ t 3 y mmm t ts&m & ^ s 

[0 0 0 5] 

; 7;i/* Utt^7r^-€ ; a - 7 3 ^-tf ; Ii;^>7x7-f ; 0 
- y ^7> t K^— tf ; -to* ; fc# x.^-l£ ; >f ton — 

if ; U V/^-A ; U H Kn if ; v-f * n ^l/^S/^-i? ; 6 - 

-SPXtt««WiC»Al,, ^m^7°? FKMlsT*&&m*m'*&WB:ifi1B&"r& 
6 PDH, hi/^-if, 7;i/#l>**:7 7#-if^##lf * 
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£flSf&#"e&£CRP, IgG, IgA, IgM, C3, C4, 0 2 ^VUlfU^V 
a-7ib^0f^>, CA19-9, miLM^^fn.M (PSA) , 
immM(CEA)^(D#M^>V-^-, &&V^ ^>J/a'JX t h^fti 

•r f hntf>(hcG), r;i/^^>, xhi^yhu^>o (slo) . -fu^v?- 
> BMjfF^^>r;i/x(HBv), cMffFife^-r;i/x(Hcv), m bft&^v^ ;b*onv 

A^«Ttg&, PBR322, pBR325, pUC12, pUC13, pBluescript^tf>Afl§Sfi5fc Zf=y 
;**F, PSH19, pSH15^tf)@P®E&5fc:/^;*i* K, pUBllO, pTP5, pC 194^0)^ 

xmrnn^^^v v FMt££jg-r iMiDNActi^w 

tfMlgte, Mx.tiNolecular Cloning(J. Sambrook et.al, 2nd 

Edition, Cold Spring Harbor Laboratory)^&CfB<&£ *IT ^iglCf^Wf;*. 
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PBR322, pUC12, pUC13, pTrcHis, pTrc99A. pMAL-c2, & L < te^© AX 

) m3E.Mti&t>mm<DW}&te. 75 XS. KpRS403, PRS404, pRS413, pRS414 

, pYES2$s#, m^mS&tfMydMffi&m&te. FpRSVneo ATCC37224, p 

SV2dhfr ATCC37145, pdBPV-MMTneo ATCC37224, pSV2neo ATCC37149^#> ?§ 
£.MMtfm&Mti&<Dm&lZ, -X-hV^yj lJ)l Jj V — # (Autographica 
california)^#^#;^>r;i/^(AcNPV) > -RyMvVT. V (Bombyx mori)^ 

, CR P KfcM^^ Ki: It, *fl§» LT££ 

Molecular Cloning(J.Sambrook et.al, 2nd Edition, Cold Spring Harbor Labo 
ratory)^{CSH^©^^(Ct^o TLeuconostoc mesenteroides<Z>Jg#$J,£ U^O^ 
ITZfJfcSU ^ADNASftffitS. ft> JWT"ett#tC|B«^JSiV^|Sy, Mole 
cular Cloning(J.Sambrook et.al, 2nd Edition, Cold Spring Harbor Laborato 

y^DNA&IIItb, R.Levy£<Z):£iifi(J. Biological Chemistry, Vol.266, pi 
3028-, 1991)JCas3tlfeG 6 PDHJte^lB^JJ: *J, G6 PDHl^ON- 

U iJs* F^-fV- £#D;l, DNAt-v;W^7- (A-3f>x;i/ 

V-*±) &M^T#U;*9-i*3*fc£j£&*TV\ G6 PDH»e? S^tfDNA 
Wf^T«:«Fli»KUSf*gS-tt*. fc&ftfcDNAItftf &W£tCfl£v>><**--DNAtC 
m&&tiZ.£X. G6PDHS:2-KtSDNAS^tf, l*ix.DNA^#5 



1 3 
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^-x^j (mkiEn ok msm. p219~23o, &m) izmn&mcw? ur 

<fc 5 & AX^^tA^, &<2>VNte rDNA^O- — (D. M. GLOVER £$g, 
m2f&, pl97~228, Takarafr) JCfB«0;ft** n ^*x- *?w7n$L 
iDNAi, MHT^Oh3-;i/fl:I^tTlT^t^t^5. #6*l£: 
y K»3RS:3- K^S DN A&f&SjJCflev^* *-DN AJCjffi#S&fr£ 
tX\ J\>C7V v Fmmttn - Kt5DNA&^tf|fl*iADNA&#Sri:^ 

i^-ett, KicjH*ii*tifcG 6 p DHmfc^tpizMmmmm 

W;mm©^T*^t-3#&Ko^TS&0J! 

#J&n- Ki-^i^aiH^j^S' -{RIlcMPSMi, fl&ittf B a mH I JC <fc U^JBtS 
ftffS»fi(BamHI|lfi) £tf;&[JL£^-f V- t, 3*1 J: U±$f££ cfctfT 

Z-±T*mffi-?Z>Z. £IZ£ y, B a mH I ffl$&##A3 *lfcG6PDES45^-##£l 

#1 & ^ fC#o ftift© D N A mx- & & At* -5 Z. h & X*g Z> o 

KS«iJI»A-r*fc«)JCtti(Z)T5 yBftBB^JS:3l»;i»<»^tt, 
**;iSSi<fB^J©]Sfi!lJcov^'r±Sai:ra«ft©*f^S:fT^ 3 tic J: U, K 

jfi«IADNA<Z)«tS!i©|»Jctt, ffiwse-^^^ Kt A-f y 

IIHx.DNAii(Dfiiii:^S/<^^-i:LTH iiH PBR322 (J.G.Sutc 
liffe.Cold Spring Harbor Symposium, 43, 77, 1979) , pUC18/19 (C. Yanisch-Per 



1 4 
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ron ,et.al,Gene 33,pl02-119, 1985) , pBluescriptIISK+ (STRATEGENE^fc) , pM 
AL-C2 (NEW England Biolabs*±) , pTrc99A (TVi/^A 7 7 7*±) , P 

KK223-3 (TVi/^A 7?;i/7i/7tt) pET-11 (STRATEGENEft) 
K^##-, X ENBL3 (STRATEGENEft) , ^DASHII (yi~ni/^±) ^(DAZtV 

^TtlT'^J: <, #[>U£, lac^n^E-*-, trp^n^E-*-, T7?U^:-# 

=foJ: VA 0 ££lc, 7>t?>>D >if<ffiitfc^\ t=- h^-9--f * U > If Sifted^ if tf> 
[0 0 0 6] 

AU ^K«g«i#*fctt^RI»A#S:^3S-rs. ^iltbtlt M103, JA221 • 
, HB101, C600, XLl-Blue, JM109& £*7»tf <o *l£ 0 

iffiMDN A fettle* a-T strife i: Ltd 

Cohen£>tf);fr& (Proc.Natl.Acad.Sci.U.S.A. ,69,p2110,1972) ,Hanahan 
(J.Mol.Biol. , 166, p557, 1983) ft if #3* W £ *l 5 . D N A t:^ 

^*^R««fr*feti^«#A#^e>^»Jlia*i!I^DNAS:»*K:tt, M;U£7 

^i&ilLTli, M^JfLuria-BertaniJgJfe (Molecular Cloning(J.Sambrook et.a 
1, 2nd Edition, Cold Spring Harbor Laboratory), 2 X Y T^ife (Molecular C 
loning(J.Sambrook et.al, 2nd Edition, Cold Spring Harbor Laboratory), M 
9 ^i&(J.Mi 1 ler. Exp. Mol. Genet. ,Cold Spring Harbor Laboratory, New York,p4 
31, 1972) )& if ifimvfbtl* mme>pm$5~8V&Z>Z.£.t>m£ LV^ fg#&, jl 

tC/&£TS^^^£;&&X.T ; k £Vn c i&HJCfcy, isopropyl- /3-D-l- 
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thiogalactopyranoside^cDlgSliSi^M^ T>fcTS/U>^^n^A7x — 3- 

Ta>£5KLXm'<Z>ZlltfXgZ> 0 BP'S, StCRP*niffc©*#«EXtf#«ET*e/N 
<4 7Vv K#*©#*ratt&**i^4xiH!lJ£U ffiCRPffi#j|8-£K:j:*nm©3a» 
fcif^So =&A>f^'J7KiiI5:l!lf7;i/^^>, 3mMi£ft i/V A, 150 

■MJS-ffc-J- h V «7A£-£^£100mM Tris/HCl^®^(pH7.8)T*^ 1 U/mllC*3K 
LfefcCD6/i IK, 3mM&ft^y*2/#Afcl50«M4&fl;:*- h 'J ^Afc-^g-T-SlOOmM 
Tris/HCl«1lft*(pH7.8; *g®?£Ah#B&-f S), * lijfiCRP-Y ^jfift 5: 

JKtBmTlOO^JRL'fcmffrJRSrlSO^iaSatrL, 37 , CT*5^r^^^ 10mM 9 
^/3-^-6-y >|ft(G6P), 6mM r. n ^ > 7 ^ F7r- > S> 51 # l/tf^ K (NAD) £ 
^•T<6««*A 75a*1£»JU 37'CT* 5 $«340nmtC;i3tt£5# 
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IS0>ift3fe£3tffc«:G6PDItfgffi£ L-T 
[0 0 0 7] 

COT&tWS J: V>^> Antibodies A Laboratory Manual (Ed Harlow et.al, p76-, 
Cold spring Harbor Laboratory) ^{CfB«tf> «fc 3 IC, *f A£*l<5^^ 

^»fe>n, £«mc&, -e(o-5^«)6~5 o«®5t«gL/fcr^ yfiftaB^fj&^tf*)© 

, #J;fctfG 1 n (1) — A sp (16), G 1 u (14) —A la (2 4), L 
eu (22) ~Ser (45), Thr (41) — A sn (61), Arg (4 
7) — I 1 e (63), Lys ( 1 1 4 ) — L y s (121), Glu (130 
) ~G 1 u (138), lie (134) ~G ly (148), Gin (137 
) — L e u (152), Glu (147) -Leu (152), Asp (3) — 
Ser (18), Leu (15 2)— V a 1 (165), Val (165)— G 
ly (178), Leu (12 1)— Ser (132), Arg (188)— G 
lu (19 7) frbm&tl&XkVlLfcTS JWm&W&tLls^. *T'=bfB#l## 
2 : A s p (3)— Ser (18), SB#J#-i§- 3 : Leu (152) - Gly ( 
17 8), @2#J#-if 4:Leu (121)— Ser (132), @3#I#-S§- 5 : A 
r g (18 8) — G 1 u (197) IZBZ ft&ffi#l*\£3SW:*l<5, 4>&< £ 6 

J; 

Ste, ^^^KOWJAlcioTfeStBPiRJStt^fitl^Sn. iASftfeM^ 



ffiSE4# 2001-3038780 



#2000—274219 



32/33 (3 2#gt3 3 # g tf>H9©lU £*TI«J*£) > 37/38, 48/4 
9, 6 6/6 7, 8 7/8 8, 1 3 9/1 4 0, 2 2 6/2 2 7, 2 9 4/2 9 
5, 2 9 6/2 9 7, 3 0 2/3 0 3, 3 0 5 — 3 1 0, 3 6 2/3 6 3, 4 0 
9/4 10, C^mz-D^X^K-f^ K<0#AS:3*#fctf^l IC^f «£ ? fc, 

K#AH£lC»jR$Ste###U ffiC R Pffi#Mj£B££ J: »; #**gtt#&» 
t5CR PM^tC^^^gP^tt, 139/140, 302/303, 3 

0 5/3 0 6, 3 0 6/3 0 7, 3 0 8/3 0 9, 3 0 9/3 1 0, 3 6 2/3 

[0 0 0 8] 

mi] 









Lvs32/Lys33 






Gln37/Lys38 






Gln48/Aia49 


+ 




Phe66/Tht67 


+ 




Val87/Thr88 






Gly226/Tyr227 






Ala296/Asp297 






Leu305/Asp306 


+ 


+ 


Asp306/Val307 


+ 




Pro308/Ala309 


+ 


+ 


Ala309/Asp31O 


+ 


+ 


Glu329/Gly310 






Glu362/Gln363 


+ 


+ 


Lys409/Lys410 






C-5fc 


+ 


+ 



m<Dftfe&GL<DT $ ;^s^fctt7^ ;wtmm&#>&'<-7* Faysswimm 
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wsMicin crafts 

[0 0 0 9] 

*»w©A-r -fv v K»*^i^fA»*v^^iiB#ia*lfe^*^^ Reflate & 

tSftStii &^*U£, />>f y KBfRlcftfA&S^ttB&SftfcSt'*:/^ K 

(l) «##r«fB&^tf«l**:, ##B0J!<D/W:/y y KM§£, 
U y K»5R»c#A&S^tt*&3*ifc*3fc'*:/^ Rc^fgSr^S^K^S:^ 
SJSiB^W&JgJ***:*-^:/ ; (2) MIHS/Sffl^ftS:, ffi»»igfc 
M^S»»^M£-£S*:r^ ; (3) £)&M-£Wic#&-t Z>W.ftffim 

iconic, *»W©A>f^y v K#3&-Mf*i65:JBv*;rui, feiCRP» 
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2 h FEBS Letters434 (1998) 23-27, FEBS Letters 438 

(1998)267-271<DfB«{cmCT, TA/ii U *X 7 r # -iffeM V>*«-£JC»Proc. 
Natl .Acad. Sci .USA92 (1995) &CfB«<5D#&JC*£ 15 T3B#* L T *» «fc 
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[0 0 10] 

Leuconostoc mesenteroides£LACTOBACILLI MRS BROTH (DIFCOfr) 5m 

ooorpmvio^mm^m-r^> ^.tiz^ij mm bxmi^^mr^o i mM ^\^^v 

>E9M(EDTA)$:^^t-^10mMh U * ( M F U 3f 2/ ^ 7 ^ ^ ^ # >(T 

ris/HCl) (J^T, TE^^KR-TS. ) ftttffig (C Stiff U ^^OOu/ml^T^D^ 

£Ss#[JLT37°C, 2«rlSI#iSLfcft, *mKO.5%0>SDSfcimi£lOO 
^g/ml©ProteinaseK$:^DLT, £e>JC37°C, 2«f|ffl#« L/T»B&f?-3 fc. M 
olecular Cloning(J. Sambrook et.al, 2nd Edition, Cold Spring Harbor La 

boratory)^CfE^<Z>^£ac££oT, G6PDH (JgtT, G6PDH ^Pfg-T £ D ) Ifif 

Leuconostoc mesenteroidestf)>?V ADNAfcffiffi L£„ 
T"^l±#&C!S^L&V'*|$Si'J> Molecular Cloning (J. Sambrook et.al, 2nd Editio 
n, Cold Spring Harbor Laboratory) ^lCgB^£ — fflL#}\Zftfc>ft&M%A 
©ttffiJCt^oTiftf^SrffrDfe. G6PDHitfc^&#£fe#>{C, J^T^^WIT' 

dfU^9-^3t«iRjS (JS*T, PCR 4: ) £fTofc„ #MDNAfc LT±SB 
>f y ADNAfclOng, R.LevyP> (£>:$Cjifi(J. Biological Chemistry, Vol.266, pl30 

28-, 1991)JCa%S*lfcG6PDH3t^©N-&tfC-*jgfB^fS:^tf, #*@B#I##7 
, 8JCSS«0*U =T*# l/*"?- K>^-fV- £#0.1 nmoliD^., DNA-fr-v;i/-fr>f 
#9- (/\°-3f> • x;i/V-*±) £ffiV\ 94°C-e30#\ 65°CT30#, 72°CT4# 
©*>f ^^/*25iai»yigUTiRlSS:ff ofc." G6PDHitfc^-£^t 1 \ftjl.5 

pBluescriptl I KS+ (Stratagenefr) tf)EcoRV3P&/\jgi^ b T, ^^^^ KpBS 
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?*V^T% V n-^>^*#-pUC18& EcoRIfcSain??BflsUfe!ft, *©*SB 
Sr¥»-ffcLfe=b©tC#e>4lfeDN AWr^rSrigJgL, G 6 PDHIfi?C!)»3|tfpr 
fg&^vX* KT?pUCG&#£SLfc. £<dJC, Kunkel&fC&W BE#J#-£9JCa% L 
fe* U =f^^ 1/*^ K^7>fV- £Mutan-K (S?git*±) ^tilt, G6PDH3H5 
^<3DN-*agj^P>750#Ba>S3lS/ h >«H$-fc!\ 7 ^ JWMW*:^. 

X&Z.)LtSi<, N-5fcJgjet^JCtt«IRB»3RNco Ifg»fflm^SfcV*G6PDHaMg^& 
^tf, KpBSMG&fl^Lfc. ^ft&iBISSSaltNcoI&tfPst ITiftlt, 

»&1.5kbp©G6PDH3fte^-S:|gIJRL/, KpUCG&MIS»3RNco I&tfPst IT' 

M-ffc L 2 . 7 kbptDDNA^rK* h L/ T , 7*7 X 3 KpUCMG&flMB L fc. 
[0 0 1 1 ] 

2£J6« 2 

G6PDH<Z)Pro308/Ala309|ig{CH h CRPgfjfc^:/^ K&jtilgLfcBfr&'SSfS&n- 
DNA©flM8 

KpUCMG^^Mil U SJ#l#-57&tf, Pro308_tSfctf)7 >^ 

* U if** i/^-^ p^^^v- &ffiv*TPCR£frv^ T8&aPfi:K:WI8#*Ba«H I 
W»ffi^^#*an&G6PDHaft^N^«^bPro308*^&^tJ^0.9kbp©DNAWT 

|*3#tC, Ala309T8K©-fe>^«BB^J©5* -{ffillCMPS^BamH I^II 
^l&f=fJDLfcK^J*#lltC|B«©*U i/^-^ F^>fV-£:, G6PDHitfc 

5>f7-&JBV*T, J:?SftS&lCfWIS#5JiBamH I0»K#J##flll3 tlfe, G6PDHit 
e^CDAla309^&C5RSB&-g'tfj^0.6kbp©DMAIIr^rS:ff fe. N^SgfiUWr^T 
^BamH IfcNco I, C5fcfigfl!f»rtf WK»*BamH IfcPst IT'^tl^tlftift b 
ffe, y^X^ KpUCMG&MPW^NcoI fcPstiaP&TtftftLT&e>ftSJ|&2.7kbp 
tf)DNA#T#t5g^£3 £T', G6PDHit^^-(DPro308/Ala309r^fC©^MPS^Bam 

iimn**;-* pucMG308B&#8gofc. ^n^mmmm^^ix 
MSa*, bb?!I#^2 tcaa«©r ^ yKBB^&n- K-rsDNA&^*B.o-etie> 

#*H»-e&S-£/*3i* K(@5^'J##i3i:@H^J##i4i:©^-&) «r»«bp 
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UCMG308C1&. BB#I##3 lCfB*0>7 3 J KBB^J©— £ 3 - SDNA&-£#JL 
fc*IB#l#-£21 HJ#|#-£22 £ CD iffi^-fr £ UpUCMG308C22fctfpUCMG308C13 & , 

ie#i#-*M iz&m<DT$jmmw*3- K?-&DNA&^#fio**i 

Z>&ffi,?L>7 VTt 3 ? K(BB^J##17fcBB^J#^18fc0*H-&it) £SMbpUCMG308C3 
* i/^-^ F(MH^!J#-^19i:lH^JS-^20i:©M^-tir) &^bpUCMG308C 

[ft l J 



5' -gatccgacatgtcgaggaaggcttttgtgtttcccaaagagtcggatacttccg -3' IB5U#^13 

3' - gctgtacagctccttccgaaaacacaaagggtttctcagcctatgaaggcctag-5' BB5>J#-§-14 

5' -gatccgtgctgtcaccagatgagattaacaccatctatcttggcgggg -3' II?!J3Mj 15 

3' - gcacgacagtggtctactctaattgtggtagatagaaccgccccctag-5' IS?'J#-^16 



5' -gatccctgaagaagggatacactgtgggggcagaagcaagcg -3' 
3' - ggacttcttccctatgtgacacccccgtcttcgttcgcctag-5' 



5' -gatcccgggcactgaagtatgaagtgcaaggcgaag -3' 
3' - ggcccgtgacttcatacttcacgttccgcttcctag-5' 



5' -gatcctagtgggagacattggaaatgtgaacatgtgggactttgtgg-3' 
3' - gatcaccctctgtaacctttacacttgtacaccctgaaacaccctag-5' 



BS5>J#^22 



[0012] 

B[-^BP3RG308C1, G308C2, G308C3, G308C5&tfG308C13©$&§i;&tf$fttli 

HJ60!l2a)J|ia*ift^.DNA PUCMG308C1, pUCMG308C3, pUCMG308C5, pUCMG308C 
2S.t>*pUCMG308C13 &*8§®XLl-Blue{C7£gig#| U fc 0 Levy£> (Protein Scienc 
e, 1,329-, 1992) <Z)#&(Ct£o T, J^IKi L fc*fl§B £37°C 16B#[!3LBJgi& (DIF 
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U 37°C5B£rai§£ IPTG (Iso P ropyl-/3 -D-thiogalactopyranoside) 

^mmmoM^muaLxmm^mmL. 37°ci6^r4^#b^^, 6ooor P m 

T*10ftm&MM-t&Zt.lZl: yfift&ftfc. 8% sucrose, 0.1% Triton 

-X, 50mM EDTA&^-f SlOmM Tris/HCl«»*lC»iBffc, H«&33Bg/iil© U V 
f-A5:ttbt, 37°C, 30#ra«MKLfcffe, 15000r P m, EO^igtDj&frfftft^ 
>Fi84i^3iyiSfcV*TM-&B^G308Cl, G308C2, G308C3, G308C5,&t>*G308C13?£ 

[0 0 13] 

B[^#i|tG308Cl, G308C2. G308C3, G3Q8C5&X$G308C13(D&mffi&lZtt-? ZffLCRP 

T)l7$>, 3mM^bV^^^^A, 150«K£ft^ h U Afc-^-T-SlOOBM Tri 
s/HCl^®^ (PH7.8) T*400^#${ L fe * ©6 ^ 1 IC, 3mMi&fl: V i/^Ai: 150mM 
^bf-h U ^A&^-TSIOObM Tris/HCl««?ft(pH7.8 ; J^T, tt«?RAfc*W& 

37°CT'5^r^/^^> 10mM iOl/ =3 - ;*-6- 'J >^ (G6P), 6mM K7 
t 1 - yy%>7 Is*?- K(NAD)Sr^-rSjHSf?RA 75 / cU$:MJU 37°C T*5fig,K£S 
a^340nmJCfeW«5^|ffl©lR3ta[3EfbS:G6PDH?Sffi4: It^L JfiCRPfct 

. ^©M^, S^MG6PDHte, mCRPm#<£##£i$h#&B#£T'^$fC^#M^ 
4x&V><Z)lcMU |ft^Bl|RG308Cl, G308C2, G308C3, G308C5&t>*G308C13-Z?l£, 

, G6PDH0D Pro308/Ala309H9lC@B?fJ#-5§-2, 3, 4, 5K.&1&<DCRP*' 1" fV 
©-SPS:#ALfeBll^»3gT?li, JftCRPjfi#©#g^tC J: y , 



2 4 
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[Hi 2] 









101% 


m^mm 




G308C1 


86% 


G308C2 


•••••• •■■■•■»>•••*■■■ 

29% 


G308C3 


36% 


G308C5 


88% 


G308C13 


39% 



iSt£Jt = jfti*#£B#<PG6PDH;5ti x 100 

(%) ^FiF#SW^G6PDHMM 

mmm 5 

A'gt#«:jH«iRA't?100ffiP, 1000^, 1000<M», 100000f»#ffi V^i 
^ffi?RA 50 # 1 IC, *g®?£AT*3300^#|R b £j|&1»i?iG308Cl?& & 100 a mtO b 
, 37TCT?5#raiRj£ffe, 10mM G6P, 6mM NAD&^l-SiBHfiifcA 75,ul£»lL 
t, 37^T*5#MMJ5£ltT, tft^OnmlcfcttSS^WCDljR^S^&GePDHSStt 

#V^^^'f^^it^D-r•5^*' 5 Be)^l^o -r^t>*», G6PDHCZ) Pro308/Ala309H3 
[0014] 

5£L£ 0 (0, 10, 20, 40 mg/dl) (DCRP^?R6 *t UC, MffiMAT'3300^ 

#3WLfclK^»*G308Cl»[S:100/£iaSanb, 37t:T*3^r^M^^, ««SftAT?1000 

ofS#3Rbfe^t:cRP^y ^ n-^-^/m#«50/t i&*inufc. 3 e>tc37ic-e3#isi£ 

j^^it, lOmM G6P, 6mM NADS^^'T 5jKSf?ftA 75/t 1 &86flH LT , 37^CT'5^ 



2 5 
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■T^t>*>> G6PDH0) Pro308/Ala309ratCMH^J##2{ClH«©CRPA o 7 o fK $;#Al 

Bfc^B^G308C2, G308C3, G308C5&M ^£CRPtf)M5£ 

|gJ6#!I6 fcH«©^eSlCj: CRP©M^$:^<»feo fcfc, »^*3RG308C2 
, G308C3, GSOSCSiRCD^MRfcfc^SOOOfff, 15000^, 2000fg, ifiCRP^ *ftHfo(D%; 
3R^tt^-C8#t?Hi6Lfco 03, 4, 5tC^L£J:e>lC, CRP^M© 

i^illtCffV^ttj^lHllfi-rs^Jfe^K&tlfe. t-&fc>*>, G6PDH0)Pro3O8/Ala3O9|g 
{C@B#J##3, 4, 5{CgH«©CRPA°7°fK *ffiAVfrm&&mitm^X, CRPtfMf 

[0 0 15] 

G6PDH(BAsp306/Val307|8HC, CRPft&K >^ K&I^lfcl^ii&n- Kt*e 

m:t&M2£mM<DWimc£ »J, IB#I##7£23, 12H2AlZ^ht=.^VzJ^^ 
K^9>f , 7-©ffi*-&*)-&S:fflV^T, G6PDHit^^-©As P 306/Val307raiC(D^f[||5S 
*jRBaiiHIgB#J&^5ffi#&;Mfc pUCMG306B&«28 U WJ##13, 14lCfS 
i©^t 'J i 5 ^ l/tf K & l T , M^SI^-DNA pUCMG306Cl&«M8Lfc 

o 

j:e>ic, cRpas^^intcflsv^ffi^iatt-rs^^H^tifc. -r^fc*>, g6pdh 

© As P 306/Va 1 307H fCfH#I## 2 {C fS*©CRPV 7° fF &f At fc^Ml £ M V n T 
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[0 0 16] 

mmmio 

G6PDH©Ala309/As P 310KiCCRPfi3fcA::/^ F&IMLfel^fi&n- K^Sffi 

mmtenKimnzm't&ffl.frWkXfo pucmg309b&^hl, ie#i##i3, i4&cga 

^©itrf&tfU df** K&llSbT, ffi<fr&*.DNA pUCMG309Cl£*i^L£ 

a 

i6-^^^G309Cl £ M £CRPtf)M5g 

DH(DAla309/Asp310ra{CfB^J##2{CfH«©CRPA o 7° f V £#A L fcBfc-&#3lt & M V* 

[0 0 17] 
H56M12 

G6PDH(DC^iCCRPfi5K^^ K&IigLfcMf^n- K"tSJa*«ADNA 

Kunkel&fCtj£v^ y^^KpBSMG, ffi?ff#-&27JCa* Life* U =f5t * Utf^ 
K^^-f V-J5it>\ Mutan-K (S?S3§*t) ^ftffllt, G6PDHaHg^-©C-^SgtC«ff 
re#*BamHIffi#JS:ftfj|JLfc79:*3 KpBSMGCB£f&fc 0 HJSffill, 2£ 

^©JfcflsjCj: »J, C-^tC^^ffHSW^BamHIgB^JSr^^Sffl^mx.^ PUCM 
GCB&flMKU BB*JS#13lCiB«©-&/3W-y df*? Utf^ K$:I^Ut, 
X.DNA pUCMGCCl^^l^Lfec 
Jg»>Jl3 

Ht^»iRGcci©a5*?gttK:*f'r*^:cRP»t#©s&* 
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[Ht3] 









101% 


mswm 

GCC1 


95% 



S1£J£= ftifr?5&B$CPG6PPH;£t£ x 100 

M JattfE#l£B^(DG6PDH;St± 

[0 0 18] 

G6PDHC7)Glu362/Gln363r^CCRPE&5fc^>^ K £51^ b £ 3 - Kt5i 

K:/^^-<Dffi<fr-a-;b-&£^T, G6PDHit^©Glu362/Gln363r^{C<Z)^$(f|55 
#iBBaBH I E^J&^-r pUCMG362B$:^b, IB^J##13, 141C|3 

«<3D^*U if*? l/*-^ KfcitMLT, ilfl*&;*.DNA pUCMG362Cl€:*SiLfc 

o 

g6-^S^G362Cl £ ffl V * fiiCRPm^ © M Jt 
£J6W3fcH#©SM£K:«fcy, lft^MIG362Cl?£$:i»U ?*V>T% £i6«5i: 
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3Ufc#jl&*lfc. -f&t>%. G6PDH(DGlu362/Gln363raiC@H^J##2JClH«©CRPV 
[0019] 

^J6l^8T|ISlUfcG6PDHate : f-©Asp306/Val307rajC©*«!l|»»3l|BamH I @B#J 
&ft5ffl*l^ pUCMG306B{C, HJ6«2i: H«©tRf^»C J: »J , K#f## 2 {C 
fB«<£>T3. JMmFKD-BZn- K-TSDNA$:-g-^BH^JS#32il33, &£V^i, 
ffi#l#-334i:35©-&/*5l * I/*"* 1 K&*ft-£*l3t*gU ffi*iftik.DNA PUCMG306C 
15&tfpUCMG306C18S:^>5r|tilLfe. HSItC, 3&660!2(Z> ill PUCMG308B 
fcfflvv jffi#&;tDNA pUCMG308C15&tt>UCMG308C18£5fe*^L£ o r*l£>£M 
V\ HJ6M3i:|lI^(D^f^C J:oTilfl-^^^G306C15, G306C18, G308C15, G308C1 

m&vm^itm^ mcR?mmm^m(Dmmmmz.Mt^. (mcRP 

]»-£#*G306Cl, G306C15&tfG306C18£MVNT, CRPWJgiBiKflDJtlfc&fTo fc. 
(0, 5, 10, 20, 40 mg/dl) ©CRP*«10 fi 1 tC, 8g«MAT*#31SR L 

ifiCRP^y *n-^;i/M&£tf)*l-£r?&S:250/* lgsflou ZrCZttV^K 

JfifiL lOmM G6PDH, 6mM NAD A 125 ^ 1 LT, ££>{C37 

°CT5^raMJt5^itT, M^340nm{C^WS5^ra©©^^b$:G6PDH?Stti: IT 
$(.&>t=. 0 #§&-£-llijitf)#fMi^teG306Cl, G306C15, G306C 18^*1 -£#11040 

(MB, 6240fg, 58500^, tftCRP^ / ^ D — ^;i/«t#tt#T15600##3RT?m6 L/fe 
o «g*S:H9JC^. ^±^Ufc3g*J:*J, K&#A-TS»Jltas&©S!# 
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[354] 









100.4% 


G306C1 


53.1% 


G306C15 


54.0% 


G306C18 


16.2% 


G308C1 


78.9% 


G308C15 


89.8% 


G308C18 


94.6% 



G306C1, G308C1 ; 

Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser Asp Thr Ser 
G306C15, G308C15 ; 

Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser 
G306C18, G308C18 ; 

Arg Lys Ala Phe Val Phe Pro Lys Glu Ser 
[0 0 2 0] 

G6PDH©N^j^, As P 294/Ser295P^&tReu302/Glu303P E g{CCRPfi3fc^:/^- KSrlffA 

Kunkel&lCfiSV^ Zf^7*$. KpBSMG, @B^J##36iC^ L fz.it U 3 Z ? I/** h* 
^^^V-^t>\ Mutan-K (S*@i£*±) G6PDH»fc^-©N-5fcaBK:1WIS 
BmZanKimn*tflMLt=.7^X$ KpBSMGNB&fSfc. tfC^T*, 2£:|1I 
M#iC«j:(J, N-*igJC(Z)*16!llS»3RBa«HIBB3?rjS:^^«j|H*»A# pUCMGN 
B&«aiLfc. Sfcfc, HJ6«2i:|3«<Z)tftf^JCJ:»J, SB#J##7£37, 12£38tC^ 
L/fc*U If 51 U;f ^ fg V^T, G6PDfBH£^-(DAsp29 

4/Ser295|BItC©*iWIS»*BaBH I IB3^J £^5M<^*#pUCMG294B£, BJ#J# 



3 0 
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-5f-7£39, 12 £40{C^L * Is*?- 9 >f V- <Z)$a<^ fcM V^T 
, G6PDHit^(DLeu3O2/Glu3O3r^fC<Z)<^0J|5SMBamH I H!#IS:5&-r<5 

pUCMG302BfcflM8Lfc. &V^£*ie>tCBB#l#-*34, 35»caS«©^^ V 3* 
^l/tf F5:Mbt, iffl#SI;*.DNA pUCMGNC18, pUCMG294C18&t>*pUCMG302C18 

*mmht=. a mffiW3t.mm<DWimzi:i). z-m^mmmuciz. G294cis, G302C 

^£§?G6PDHte, ^CRP^CO^#^NFi:#S^i:T'^'f4{cM^M^tX^^©(CM 
U ift-a-^GNC18, G294C18, G302C18&, mCRP^tt#£#©@Pit?£'!£#, 
&B#J: »; < £#*t£*lfe 0 G6PDH©N^3S, Asp294/Ser295 

RI, Leu302/Glu303ratCCRP^^^ K &#A LfeM^MSB:, V^ftfcffiCRPjfttt 
<Z> tc J: U -e <D »3R?Sffi # $ ti £ £ # ^ $ ft fe „ 









1 00.3% 


GNC18 


90.2% 


G294C18 


51.4% 


G302C18 


57.5% 



[0 0 2 1 ] 
^»J18 

G6PDH©Asp306/Val307|Sfi:C5^aB© 2 j&ffiJCCRPS*'^*- F&JfAlfciMi 

ni6«i2T«gsofcffl#gia.# pucmgcbic, mmm2tm^<Dmmz^. u, @e 

^J#^32, 33tCffi*CD^*U I/** 1 KSriSiKUT, ffl^ift^DNA pUCMG 

CC15&«gSU 3ft&MI$gi3^Bpull02I&tfPstI T'MftbT, ij$0.5kbp(Z)|£r# 

HI6Ml6T'^L/^m*gl^DNA P UCMG3O6C18£:0MPiSiNc 
oI^t>*Bpull02I T-m-fbLT, »&1.0kbp©Wf^rS:iajRLfe. S 5> tcmfeffillT?* 
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mht^^Ts^ KpUCMGfcfflPWagNcoI&tfPstI Tf^g-ffc LT»lJ2.7kbp©DNA»T^r 
SrEUKLfc., rtie>3r3<3DHfJRLfcWr^rS:5it*g , rS3i:JC«I:y, G6PDH»>£^(Z) 
2 rt/frtCCRPfi*'^*- KtS^/**U * U;*^- K##A3*lfcilfl 

*^X.DNA pUCMG306C18+CC15£#ii£L£ o ^JS«3fc H«i(7)JSIf^tC J: »J , jtt-£& 
^«G306C18+CC15S:»fe. H»©ifcffrc J: »J , ffiCRPm##Bte#5litC 

m (SlCRP^e s & u — )i>5fifo lOOOffl^flO ©fSf£&?Sttifci:LT*6fc^Lfe 
. HP^S!G6PDHtt, mcRP^(Z)^#^^i:#«^^T'^{cM^M^ 

*l&V%<mc*fU Bfc-^at3RG306C18+CC15«, ffiCRPffi##tf£B?©»5R?gffi#, # 
#£B#<fc V ZttfiZZtlfc.. -Tl3it>*>. G6PDHa>Asp306/Val307fHi:C 
3fc3gf© 2 #mfcffl#l#-3 2 JCSa^CRP^^' K©-asS:»ALfei»^»igtt, 

[*6] 





SttJt 




99.9% 


G306C18+CC15 


15.2% 



[0 0 2 2] 

H56M19 

G6PDH(3DVal3073^e>Ala309©*»t)»J tCt hCRPffi^^^^ K SrttSI b feHfc-^Blg 

mtems-eftmisfc* rmmmzmmmm^^ i ««ie*j##flns*ifcG6PDKi 

^N^jg^ Asp306* T? S:^tJ*SrO. 9kbp©DNAWr^r, fttf IliSflllO-etfHK L fc, 
±«SaPttK:MK#3llBa«H I S3«gB7!I#f5f;&tl3 tlfeG6PDHit>fK^a) Asp310fr 

^©Val307^P 3 Ala309©75)^ »J JCMK#*Ba«HI BS^rjS:BSILfejH*tftit.#pO 
CMG306d3B&flHgU fH^'J##13, 14fCffi«©^*U =f* * I/** K£3£^b 
T, «fi#SI;*.DNA pUCMG306d3Cl$:«^Lfeo ^&£0»J3£ ^«©»f^tC J: U > 
#3RG306d3ClfKS:#fe o &V^T', ^Jfiffif6t ^©^fSstCk CRP©MJgS:ffo 
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rfm'&.i-2>mMtfM 1 bftf=.o -t&t>%. G6PDHOVal307^^Ala309(Z)^t)U}C, 
[0 0 2 3] 

mmw2Q 

G6PDH©As P 306£TyrfCg#IU Tyr306/Val307^tC, fflmBmMffimW ZtflWt 

K^v^-CDffi#^fc>-fe!:£fl!VAT, G6PDHitte^- © As P 306 & Tyr IC f^It 
ICfcU, Tyr306/Val307&3- Ki-SBB^J*«!llfi»lREcol05 Igtfrjfc L 
*#pUCMG306E&«»U @B#J##43, 44tCSa«©^*U * KSSt 
M L/T, ffl^^ADNA pUCMG306EC18&*MSUfc. ^«J3£ fiPBS<Z>Sif£tC J: »J , 
l»^»3RG306EC18*S:^fc o &^T', ^Jt«4i: W«©»f^tC «fc >J , mCRPjfitttf 

^7tc^bfc 0 ^©mjh, »^MG6PDHtt, ^cRpm#©###^ 

tttClgj^K'btlJ&V^Kl^ U ■Sll#»*G306EC18tt, ^CRP|fi###B#(Z)@Pf?ti$ 
*#^J: , J%fi<J5!*ii:^Snfe, -f G6PDHtf)As P 306£Tyr 
KSifcU Tyr306/Val307ra(CiH^JS-^2{CfB«©CRP^^^ L £ 

o 

[3*7] 







m * s 


10 1. 0 % 


n -a- » * 

G 3 0 6 EC 1 8 


8 5. 0 % 
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MteM2i 

G6PDH(DAsp306/Val307^iC, BMJfF^^-f ;i/^preS2mMS^^^^ K&jfAbfe 

m&mm 



HJfi#98Tff^i5|LfepUCMG306BJC, fB#J#-^45&CfS«©preS2JaM (S.Usuda, et.a 
1, J. Virol. Methods 80 (1999) 97-112) <D O fflSCDgB^J (@B#J#-*f 46) £ 3 

X.DNA pUCMG306Hl£*i&l,& o |gffi«3fc H»<Biftf£»C J: »J , i&-^^G306Hl?g 

#CVNT\ ^«5fcH»<©^ffi^«k y»tpreS2m»©*tCJ:SiK^»3|{G3 
06Hl?Sffi©2glfr *©*SJH, HlltC^Lfc«k^tC, t?LpreS2tfC<kA<Dm 
MlZ^&MfS&tfi&T* tilt. ^&;bt>, G6PDH(73Asp306/Val307 
IBTtCBS^I##46lC|B*©preS2/<^ KSr#ALfeiK-&»igS:MV>T, MpreS2^ 

[0 0 2 5] 

G6PDHOOAsp306/Val307ra(C, SI ^^J^^;!/^ > (PTH) S*^^ K &*PA U 

HJ(sM8T*fNlgb£pUCMG306B{C, K^J##49JCffi<R0DPTH (J. H. Habener , et.a 
1, Metabolic Bone Disease, 2nd Edition, WB Saunders, Philadelphia (1999) 
69) <D$*>—B<DmFl (BB*!I#-^50) Sh-K-T*, BB#J#-^51, 52lCfS«© 
G&ytV K&jtJgLT. jH#tfc*.DNA pUCMG306Pl£«li£L£: o ££6 

&fC<fcU, PTH©«!I£&*Tofc. fcfc, tt^»3R*©#3Rtt2000#, MPTH^ y * 
a-^-;i/«t#©#3K^s(8tt8000'f&T?^JiLfe. ^<z>M^, Eli2(c^L£ j: e> tc, 

PTH^i^(^)it^tI^C#V^^S'^^7!)' : IlI«-r^^^^M^tlfeo -r*t>^, G6PDH©Asp306 
/Val307^lC@H^J##50JCfB^©PTH^y^ K&#A L &MV*T, PTH 

[0 0 2 6] 
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(Escherichia coli ATCC 25922) £LBfgi& (DIFCO*±$g) 3mHcg^SL 

t, 37°c x^i6mrsm to mm ^m^i^mr^ z.(Dmmmz<i°c, 6ooor P m-eio 

&ffi%tfo&mir&z.t.lZj:*)mmVTmi**:nfca #&tlfe«*J:»;, Molecula 
r Cloning (J. Sambrook et.al, 2nd Edition, Cold Spring Harbor Laboratory) 

y ADNA&10 ng, A.Kalninsib (DlCffi (EMBO J. 2 (1983) 593-) tC^t$ £ 

hi/#-Vm&3'<D}l-ZLtfC-Jltiftmm*'&ti. #*@H3«#53, 54lCfE 
«©^-U 3*5? * I/**- F^7^f7-5:#0.1 nmol^D^, DNA^- v;i/"tf">f * ^ - 
(A-3f > • x;i/V-*±) 94°C^30#, 601C£13h 72X; T*5^©-9-^ * 

^/Sr25ISiftyjg'trfclCj:r3Tffofe. *©Jg^, 0 - #9 * F */ -fcf«te^ 
&^tf*&3.1 kbp©DNAWf^r««if#M»lCiei|SSnfc. — ^n-r.>^K^^f- 
pUC19£EcoR IiiHindlHTf^-fbU, * U ^ - 7 9 > F b fc 

©IC, PCRTffc&ftfcDNAWtf &3S*SU /3 FS/#-1? & 3 - 

^^Bfffift^jiR-e^ n-n^^anfe^"^^^ Fpucb&#£ 0 

[0 0 2 7] 

|g|£M2£ j£tC <£ y, HJ6M23"e»e>tlfe^^^ FpUCB&»3!fc L 

, BB#l##53i:55, &tf54i:56tcffil8©a-y =T5l * l/**- F^-fv-£Mv^ 
PCR&froT, p-if^t h^#-tf»te^Val796TM&>&t>*Ser797±^3P&iC 
0I|SWi^BamHI^@B^J^#AD$tl^#^^j2.4kbp, 0.7kbp©DNABfr# N 
*figflJWr>i &«9K»3RSacI £BamHI , C5fcigfflWrtf fcftJPHMiBamH I hNde I T* 
*ft^ftMflSOT*&fc«>**&<>.4kbp, 0.6kbp®-DNAWr>1ri:, ^"9* 3 FpUCB&ffil 
PMitSacI tNdel TfMfb OT#e>ft5S&4.8kbp©DNA»rtf £ &3t*SU 0 - # 
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7^h S/dr-^3ft'g : ?-©Val796/Ser797|SIJC(Z)*0JBB»*BamH I mWZ^ir&m 

F$:Mbt, ffi<frgl*.DNA pUCB796ClS:*«Lfc. 
HJ6#!25 

H(-&03RB796Cl<Z>Bl3R?Sft lC*f "T S JfiCRPfct#©3&5l 

ffi^xfti: LTpucB796Ci&Mv^jeJl^t±||J6M3i:ra«©tSf^tcJ: 
@liilB796Cl?££#£ 0 Vi 1 laverde (FEBS Letters 434 (1998) 

23-) m&&mm<De-x i ?>? ht/ mcRmft<D#&&& 

&&M%i&0A1l 2-^;W^hl^;-;i/, l.OmM&ftV?'* $/ ?A£-^tU00mM 
U>Sftj»«?R(pH7.3; J6AT, ««?RBi:4rft , rS)"e50ffiF#3RUfct>©6^lK:, jg 
««B, fcSV^iJfiCRP^E 7 ^ n -^^ft&jR«»tB^7500ffiF#3K L fe*ftft?RS:l 
50/*l»JU 37TCT?5#WiRjS3-&fc. #C»C, 17^H o-ZhD7i^;i/-j3-D-^ 
Y^=y J 2/ K&-£t?««?RB (J^T, ONPG?££:#III§-r S) 24 # 1 & U 37 

»3gB796Cl^ti^CRP*fl;##«^r©»3R?Sffi^*#^«rJ: >J *» ig < £ £ i: jWE 
e>*MC<fcofc. "tfcjfo^, £ h^/^-1fCDVal796/Ser797r^lC@B^J##2 
tCffi«(Z)CRP/^^KS:#AL/fe]B^»^-eti, ffiCRP#fc#tf)*g^JC J: »J, 
fSMtttfJBtl $ ti S d tfflggg 3 ft o 
[*8] 







m- os. m 


10 0. 2 % 


m& m m 

B796C1 


17 0. 5 % 



[0 0 2 8] 
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^CRPtS#*«t#»*i»^»iRB796Cl?Sffi<Z)|ES*S:8Bl^fc. mCRP-E ^ * D -± 

frffifozmffimBT-iooom. 10000^, iooooom%;MLfe&mm&2>^temffimB 

50/tUC, «»?RB7fl250^#3KLfeafl^Bl3RB796Cl«S:100itt lgSftlL, 37°CT*5 
^ra^^^-erfeo 0NPG?R24/£ I&Sfcfi&U 37°CT'5^ra^/^^i±> ®*405n 

Bii3{c^bfej:e)}c, ^cRpmfrS©Jtanjc#v^»iR?sffi*<itan , r*3Ksit^ 

ECDCRP^*- K&#ALfe»te'#fli&#V*'T, ffiCRPffi<iMftffl)£T?£S r 
H»J27 

ilft-^^^B796Cl & M V* £CRPtf>M5£ 

ilt^»3RB796Cli:gtCRPtn:«:S:fflV\TCRP©?W^S:ffo&. (0, 10, 2 

0, 40 mg/dl) ©CRP»?R6Anc, jtt«f«B"ei250^#3R b fcfitllr@£ittB795Cl$t & 1 
OOjaUftfiDU 371C7?3#|8LR/i&«^ ««?RBT*7500f&#«l U fcmCRP^E 7 * □ 
^/*/l#?R50/t lSr^JtTb, 3fctC37TCT?3#|gSJSS-£fc.' #CtC, 0NPG?&24 1 & 
37TCT?5#IBL£jft«!Si*\ SkK4O5n«K:fctt$5#|8f<0lft3fcK3EftS: 0 -# 

t=. a 0 -tf^V hJ/^f-^f©Val796/Ser797|SlCffi^JS^2tC|H*©CR 

P^^ K&if ALfclft^glR&Mv^ CRPtfiHJfcT? £5 i iitf^Sftfc. 
[0 0 2 9] 
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[0 0 3 0] 

SEQUENCE LISTING 



<110> WAKO PURE CHEMICAL INDUSTRIES, LTD. 

<120> Hybrid Enzymes and Use Thereof 

<130> WJ018 

<140> 
<141> 

<160> 56 

<170> Patentln Ver. 2.1 

<210> 1 
<211> 206 
<212> PRT 
<213> Human 

<400> 1 
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Gin Thr Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser Asp 

15 10 15 

Thr Ser Tyr Val Ser Leu Lys Ala Pro Leu Thr Lys Pro Leu Lys Ala 

20 25 30 

Phe Thr Val Cys Leu His Phe Tyr Thr Glu Leu Ser Ser Thr Arg Gly 

35 40 45 

Tyr Ser He Phe Ser Tyr Ala Thr Lys Arg Gin Asp Asn Glu He Leu 

50 55 60 

He Phe Trp Ser Lys Asp He Gly Tyr Ser Phe Thr Val Gly Gly Ser 

65 70 75 80 

Glu He Leu Phe Glu Val Pro Glu Val Thr Val Ala Pro Val His He 

85 90 95 

Cys Thr Ser Trp Glu Ser Ala Ser Gly lie Val Glu Phe Trp Val Asp 

100 105 110 

Gly Lys Pro Arg Val Arg Lys Ser Leu Lys Lys Gly Tyr Thr Val Gly 
115 120 125 

Ala Glu Ala Ser He He Leu Gly Gin Glu Gin Asp Ser Phe Gly Gly 

130 135 140 

Asn Phe Glu Gly Ser Gin Ser Leu Val Gly Asp He Gly Asn Val Asn 
145 150 155 160 
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Met Trp Asp Phe Val Leu Ser Pro Asp Glu He Asn Thr He Tyr Leu 
165 170 175 

Gly Gly Pro Phe Ser Pro Asn Val Leu Asn Trp Arg Ala Leu Lys Tyr 

180 185 190 

Glu Val Gin Gly Glu Val Phe Thr Lys Pro Gin Leu Trp Pro 

195 200 205 

<210> 2 
<211> 16 
<212> PRT 
<213> Human 

<400> 2 

Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser Asp Thr Ser 
15 10 15 

<210> 3 
<211> 27 
<212> PRT 
<213> Human 

<400> 3 

Leu Val Gly Asp He Gly Asn Val Asn Met Trp Asp Phe Val Leu Ser 
15 10 15 

4 0 ffiSE# 2001-3038780 
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Pro Asp Glu He Asn Thr lie Tyr Leu Gly Gly 

20 25 



<210> 4 
<211> 12 
<212> PRT 
<213> Human 

<400> 4 

Leu Lys Lys Gly Tyr Thr Val Gly Ala Glu Ala Ser 

1 5 10 



<210> 5 
<211> 10 
<212> PRT 
<213> Human 

<400> 5 

Arg Ala Leu Lys Tyr Glu Val Gin Gly Glu 

1 5 10 



<210> 6 
<211> 486 
<212> PRT 

<213> Leuconostoc mesenteroides 

4 1 £SE# 2001-3038780 
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<400> 6 

Met Val Ser Glu He Lys Thr Leu Val Thr Phe Phe Gly Gly Thr Gly 

1 5 10 15 

Asp Leu Ala Lys Arg Lys Leu Tyr Pro Ser Val Phe Asn Leu Tyr Lys 

20 25 30 

Lys Gly Tyr Leu Gin Lys His Phe Ala He Val Gly Thr Ala Arg Gin 

35 40 45 

Ala Leu Asn Asp Asp Glu Phe Lys Gin Leu Val Arg Asp Ser He Lys 

50 55 60 

Asp Phe Thr Asp Asp Gin Ala Gin Ala Glu Ala Phe He Glu His Phe 
65 70 75 80 

Ser Tyr Arg Ala His Asp Val Thr Asp Ala Ala Ser Tyr Ala Val Leu 

85 90 95 

Lys Glu Ala He Glu Glu Ala Ala Asp Lys Phe Asp He Asp Gly Asn 

100 105 110 

Arg He Phe Tyr Met Ser Val Ala Pro Arg Phe Phe Gly Thr He Ala 

115 120 125 

Lys Tyr Leu Lys Ser Glu Gly Leu Leu Ala Asp Thr Gly Tyr Asn Arg 
130 135 140 
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Leu Met He Glu Lys Pro Phe Gly Thr Ser Tyr Asp Thr Ala Ala Glu 

145 150 155 160 

Leu Gin Asn Asp Leu Glu Asn Ala Phe Asp Asp Asn Gin Leu Phe Arg 
165 170 175 

He Asp His Tyr Leu Gly Lys Glu Met Val Gin Asn He Ala Ala Leu 

180 185 190 

Arg Phe Gly Asn Pro He Phe Asp Ala Ala Trp Asn Lys Asp Tyr He 

195 200 205 

Lys Asn Val Gin Val Thr Leu Ser Glu Val Leu Gly Val Glu Glu Arg 

210 215 220 

Ala Gly Tyr Tyr Asp Thr Ala Gly Ala Leu Leu Asp Met He Gin Asn 

225 230 235 240 

His Thr Met Gin He Val Gly Trp Leu Ala Met Glu Lys Pro Glu Ser 

245 250 255 

Phe Thr Asp Lys Asp He Arg Ala Ala Lys Asn Ala Ala Phe Asn Ala 

260 265 270 

Leu Lys He Tyr Asp Glu Ala Glu Val Asn Lys Tyr Phe Val Arg Ala 

275 280 285 

Gin Tyr Gly Ala Gly Asp Ser Ala Asp Phe Lys Pro Tyr Leu Glu Glu 

290 295 300 



4 3 
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Leu Asp Val Pro Ala Asp Ser Lys Asn Asn Thr Phe lie Ala Gly Glu 
305 310 315 320 

Leu Gin Phe Asp Leu Pro Arg Trp Glu Gly Val Pro Phe Tyr Val Arg 

325 330 335 

Ser Gly Lys Arg Leu Ala Ala Lys Gin Thr Arg Val Asp He Val Phe 

340 345 350 

Lys Ala Gly Thr Phe Asn Phe Gly Ser Glu Gin Glu Ala Gin Glu Ala 

355 360 365 

Val Leu Ser He He He Asp Pro Lys Gly Ala lie Glu Leu Lys Leu 
370 375 380 

Asn Ala Lys Ser Val Glu Asp Ala Phe Asn Thr Arg Thr He Asp Leu 
385 390 395 400 

Gly Trp Thr Val Ser Asp Glu Asp Lys Lys Asn Thr Pro Glu Pro Tyr 

405 410 415 

Glu Arg Met He His Asp Thr Met Asn Gly Asp Gly Ser Asn Phe Ala 

420 425 430 

Asp Trp Asn Gly Val Ser He Ala Trp Lys Phe Val Asp Ala He Ser 
435 440 445 

Ala Val Tyr Thr Ala Asp Lys Ala Pro Leu Glu Thr Tyr Lys Ser Gly 

4 4 JtliE# 2001-3038780 
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450 455 460 

Ser Met Gly Pro Glu Ala Ser Asp Lys Leu Leu Ala Ala Asn Gly Asp 

465 470 475 480 

Ala Trp Val Phe Lys Gly 

485 



<210> 7 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 7 

ataaggggta caccatggtt tcagaaatca agacgttag 39 

<210> 8 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 



4 5 
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<400> 8 

ttcccgggct ttaattaacc tttaaacacc 30 

<210> 9 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 9 

tggttggtta gctatggaaa aaccagaatc 30 

<210> 10 
<211> 34 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 10 

taggatccag gtacgtctaa ttcttcaagg tatg 34 
<210> 11 
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<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 11 

atggatccgc tgattctaaa aacaatacct tc 32 



<210> 12 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 12 

aagcttgcat gcctgcaggt tcccg 25 



<210> 13 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> Description of Artificial Sequence: Oligonucleotides consisting of 
the DNA coding for amino acids of Sequence 2, and a partial restriction 
site of BamHI consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 13 

gatccgacat gtcgaggaag gcttttgtgt ttcccaaaga gtcggatact tccg 54 

<210> 14 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 1 
3 

<400> 14 

gatccggaag tatccgactc tttgggaaac acaaaagcct tcctcgacat gtcg 54 

<210> 15 
<211> 48 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide consisting of 
the DNA coding for partial amino acids of Sequence 3, and a partial rest 

4 8 ffiSE# 2001-3038780 
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riction site of BamHI consisting of 5' end of "gatcc" and 3' end of "g". 
<400> 15 

gatccgtgct gtcaccagat gagattaaca ccatctatct tggcgggg 48 

<210> 16 
<211> 48 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 1 

5 

<400> 16 

gatcccccgc caagatagat ggtgttaatc tcatctggtg acagcacg 48 

<210> 17 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide consisting of 
the DNA coding for amino acids of Sequence 4, and a partial restriction 
site of BamHI consisting of 5' end of "gatcc" and 3' end of "g". 

4 9 ffilE# 2001-3038780 
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<400> 17 

gatccctgaa gaagggatac actgtggggg cagaagcaag eg 42 

<210> 18 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 1 

7 

<400> 18 

gatcegcttg cttctgcccc cacagtgtat cccttcttca gg 42 

<210> 19 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide consisting of 
the DNA coding for amino acids of Sequence 5, and a partial restriction 
site of BamHI consisting of 5* end of "gatcc" and 3' end of "g". 

<400> 19 

gatcccgggc actgaagtat gaagtgcaag gcgaag 36 
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<210> 20 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 1 

9 

<400> 20 

gatccttcgc cttgcacttc atacttcagt gcccgg 36 

<210> 21 
<211> 47 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide consisting of 
the DNA coding for partial amino acids of Sequence 3, and a partial rest 
riction site of BamHI consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 21 

gatcctagtg ggagacattg gaaatgtgaa catgtgggac tttgtgg 47 
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<210> 22 
<211> 47 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 2 

1 

<400> 22 

gatcccacaa agtcccacat gttcacattt ccaatgtctc ccactag 47 

<210> 23 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 23 

taggatccgt ctaattcttc aaggtatggc ttg 33 

<210> 24 
<211> 34 
<212> DNA 

<213> Artificial Sequence 

5 2 iBH# 2001-3038780 



#2 000 — 274219 



<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 24 

aaggatccgt acctgctgat tctaaaaaca atac 34 



<210> 25 
<211> 32 
<212> DNA 

<213> Artificial Sequence 

<220> 

<400> 25 

ttggatccag caggtacgtc taattcttca ag 32 



<210> 26 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 26 

taggatccga ttctaaaaac aataccttca teg 33 
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<210> 27 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 27 

gggtgtttaa aggtggatcc taattaaagc ccgg 34 



<210> 28 
<211> 32 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 28 

taggatcctt ctgaaccaaa gttaaacgtg cc 32 



<210> 29 
<211> 32 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 29 

atggatccca agaagcacaa gaagctgtct tg 32 



<210> 30 
<211> 1024 
<212> PRT 

<213> Escherichia coli 
<400> 30 

Met Thr Met He Thr Asp Ser Leu Ala Val Val Leu Gin Arg Arg Asp 
15 10 15 

Trp Glu Asn Pro Gly Val Thr Gin Leu Asn Arg Leu Ala Ala His Pro 
20 25 30 

Pro Phe Ala Ser Trp Arg Asn Ser Glu Glu Ala Arg Thr Asp Arg Pro 

35 40 45 

Ser Gin Gin Leu Arg Ser Leu Asn Gly Glu Trp Arg Phe Ala Trp Phe 

50 55 60 

Pro Ala Pro Glu Ala Val Pro Glu Ser Trp Leu Glu Cys Asp Leu Pro 

65 70 75 80 
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Glu Ala Asp Thr Val Val Val Pro Ser Asn Trp Gin Met His Gly Tyr 
85 90 95 

Asp Ala Pro He Tyr Thr Asn Val Thr Tyr Pro He Thr Val Asn Pro 

100 105 110 

Pro Phe Val Pro Thr Glu Asn Pro Thr Gly Cys Tyr Ser Leu Thr Phe 

115 120 125 

Asn Val Asp Glu Ser Trp Leu Gin Glu Gly Gin Thr Arg He He Phe 

130 135 140 

Asp Gly Val Asn Ser Ala Phe His Leu Trp Cys Asn Gly Arg Trp Val 
145 150 155 160 

Gly Tyr Gly Gin Asp Ser Arg Leu Pro Ser Glu Phe Asp Leu Ser Ala 
165 170 175 

Phe Leu Arg Ala Gly Glu Asn Arg Leu Ala Val Met Val Leu Arg Trp 

180 185 190 

Ser Asp Gly Ser Tyr Leu Glu Asp Gin Asp Met Trp Arg Met Ser Gly 

195 200 205 

He Phe Arg Asp Val Ser Leu Leu His Lys Pro Thr Thr Gin He Ser 

210 215 220 



Asp Phe His Val Ala Thr Arg Phe Asn Asp Asp Phe Ser Arg Ala Val 
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225 230 235 240 

Leu Glu Ala Glu Val Gin Met Cys Gly Glu Leu Arg Asp Tyr Leu Arg 

245 250 255 

Val Thr Val Ser Leu Trp Gin Gly Glu Thr Gin Val Ala Ser Gly Thr 

260 265 270 

Ala Pro Phe Gly Gly Glu He He Asp Glu Arg Gly Gly Tyr Ala Asp 

275 280 285 

Arg Val Thr Leu Arg Leu Asn Val Glu Asn Pro Lys Leu Trp Ser Ala 

290 295 300 

Glu He Pro Asn Leu Tyr Arg Ala Val Val Glu Leu His Thr Ala Asp 

305 310 315 320 

Gly Thr Leu He Glu Ala Glu Ala Cys Asp Val Gly Phe Arg Glu Val 

325 330 335 

Arg He Glu Asn Gly Leu Leu Leu Leu Asn Gly Lys Pro Leu Leu He 

340 345 350 

Arg Gly Val Asn Arg His Glu His His Pro Leu His Gly Gin Val Met 

355 360 365 

Asp Glu Gin Thr Met Val Gin Asp He Leu Leu Met Lys Gin Asn Asn 

370 375 380 
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Phe Asn Ala Val Arg Cys Ser His Tyr Pro Asn His Pro Leu Trp Tyr 
385 390 395 400 

Thr Leu Cys Asp Arg Tyr Gly Leu Tyr Val Val Asp Glu Ala Asn He 
405 410 415 

Glu Thr His Gly Met Val Pro Met Asn Arg Leu Thr Asp Asp Pro Arg 

420 425 430 

Trp Leu Pro Ala Met Ser Glu Arg Val Thr Arg Met Val Gin Arg Asp 

435 440 445 

Arg Asn His Pro Ser Val He He Trp Ser Leu Gly Asn Glu Ser Gly 

450 455 460 

His Gly Ala Asn His Asp Ala Leu Tyr Arg Trp He Lys Ser Val Asp 
465 470 475 480 

Pro Ser Arg Pro Val Gin Tyr Glu Gly Gly Gly Ala Asp Thr Thr Ala 

485 490 495 

Thr Asp He He Cys Pro Met Tyr Ala Arg Val Asp Glu Asp Gin Pro 

500 505 510 

Phe Pro Ala Val Pro Lys Trp Ser He Lys Lys Trp Leu Ser Leu Pro 

515 520 525 

Gly Glu Thr Arg Pro Leu lie Leu Cys Glu Tyr Ala His Ala Met Gly 

530 535 540 
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Asn Ser Leu Gly Gly Phe Ala Lys Tyr Trp Gin Ala Phe Arg Gin Tyr 
545 550 555 560 

Pro Arg Leu Gin Gly Gly Phe Val Trp Asp Trp Val Asp Gin Ser Leu 

565 570 575 

He Lys Tyr Asp Glu Asn Gly Asn Pro Trp Ser Ala Tyr Gly Gly Asp 

580 585 590 

Phe Gly Asp Thr Pro Asn Asp Arg Gin Phe Cys Met Asn Gly Leu Val 

595 600 605 

Phe Ala Asp Arg Thr Pro His Pro Ala Leu Thr Glu Ala Lys His Gin 

610 615 620 

Gin Gin Phe Phe Gin Phe Arg Leu Ser Gly Gin Thr He Glu Val Thr 

625 630 635 640 

Ser Glu Tyr Leu Phe Arg His Ser Asp Asn Glu Leu Leu His Trp Met 

645 650 655 

Val Ala Leu Asp Gly Lys Pro Leu Ala Ser Gly Glu Val Pro Leu Asp 
660 665 670 

Val Ala Pro Gin Gly Lys Gin Leu He Glu Leu Pro Glu Leu Pro Gin 

675 680 685 

Pro Glu Ser Ala Gly Gin Leu Trp Leu Thr Val Arg Val Val Gin Pro 
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690 695 700 

Asn Ala Thr Ala Trp Ser Glu Ala Gly His He Ser Ala Trp Gin Gin 
705 710 715 720 

Trp Arg Leu Ala Glu Asn Leu Ser Val Thr Leu Pro Ala Ala Ser His 

725 730 735 

Ala He Pro His Leu Thr Thr Ser Glu Met Asp Phe Cys He Glu Leu 

740 745 750 

Gly Asn Lys Arg Trp Gin Phe Asn Arg Gin Ser Gly Phe Leu Ser Gin 

755 760 765 

Met Trp He Gly Asp Lys Lys Gin Leu Leu Thr Pro Leu Arg Asp Gin 
770 775 780 

Phe Thr Arg Ala Pro Leu Asp Asn Asp He Gly Val Ser Glu Ala Thr 
785 790 795 800 

Arg He Asp Pro Asn Ala Trp Val Glu Arg Trp Lys Ala Ala Gly His 

805 810 815 

Tyr Gin Ala Glu Ala Ala Leu Leu Gin Cys Thr Ala Asp Thr Leu Ala 

820 825 830 

Asp Ala Val Leu He Thr Thr Ala His Ala Trp Gin His Gin Gly Lys 
835 840 845 
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Thr Leu Phe He Ser Arg Lys Thr Tyr Arg lie Asp Gly Ser Gly Gin 
850 855 860 

Met Ala lie Thr Val Asp Val Glu Val Ala Ser Asp Thr Pro His Pro 

865 870 875 880 

Ala Arg He Gly Leu Asn Cys Gin Leu Ala Gin Val Ala Glu Arg Val 

885 890 895 

Asn Trp Leu Gly Leu Gly Pro Gin Glu Asn Tyr Pro Asp Arg Leu Thr 
900 905 910 

Ala Ala Cys Phe Asp Arg Trp Asp Leu Pro Leu Ser Asp Met Tyr Thr 

915 920 925 

Pro Tyr Val Phe Pro Ser Glu Asn Gly Leu Arg Cys Gly Thr Arg Glu 
930 935 940 

Leu Asn Tyr Gly Pro His Gin Trp Arg Gly Asp Phe Gin Phe Asn He 

945 950 955 960 

Ser Arg Tyr Ser Gin Gin Gin Leu Met Glu Thr Ser His Arg His Leu 
965 970 975 

Leu His Ala Glu Glu Gly Thr Trp Leu Asn lie Asp Gly Phe His Met 
980 985 990 

Gly He Gly Gly Asp Asp Ser Trp Ser Pro Ser Val Ser Ala Glu Phe 
995 1000 1005 



ffiiE# 2001-3038780 



#2000—274219 



Gin Leu Ser Ala Gly Arg Tyr His Tyr Gin Leu Val Trp Cys Gin Lys 
1010 " 1015 1020 



<210> 31 
<211> 448 
<212> PRT 

<213> Escherichia coli 
<400> 31 

Thr Pro Glu Met Pro Val Leu Glu Asn Arg Ala Ala Gin Gly Asp lie 

1 5 10 15 

Thr Ala Pro Gly Gly Ala Arg Arg Leu Thr Gly Asp Gin Thr Ala Ala 

20 25 30 

Leu Arg Asp Ser Leu Ser Asp Lys Pro Ala Lys Asn lie He Leu Leu 

35 40 45 

He Gly Asp Gly Met Gly Asp Ser Glu He Thr Ala Ala Arg Asn Tyr 

50 55 60 

Ala Glu Gly Ala Gly Gly Phe Phe Lys Gly He Asp Ala Leu Pro Leu 

65 70 75 80 
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Thr Gly Gin Tyr Thr His Tyr Ala Leu Asn Lys Lys Thr Gly Lys Pro 
85 90 95 

Asp Tyr Val Thr Asp Ser Ala Ala Ser Ala Thr Ala Trp Ser Thr Gly 
100 105 110 

Val Lys Thr Tyr Asn Gly Ala Leu Gly Val Asp He His Glu Lys Asp 

115 120 125 

His Pro Thr He Leu Glu Met Ala Lys Ala Ala Gly Leu Ala Thr Gly 

130 135 140 

Asn Val Ser Thr Ala Glu Leu Gin Asp Ala Thr Pro Ala Ala Leu Val 

145 150 155 160 

Ala His Val Thr Ser Arg Lys Cys Tyr Gly Pro Ser Ala Thr Ser Glu 
165 170 175 

Lys Cys Pro Gly Asn Ala Leu Glu Lys Gly Gly Lys Gly Ser He Thr 
180 185 190 

Glu Gin Leu Leu Asn Ala Arg Ala Asp Val Thr Leu Gly Gly Gly Ala 

195 200 205 

Lys Thr Phe Ala Glu Thr Ala Thr Ala Gly Glu Trp Gin Gly Lys Thr 

210 215 220 

Leu Arg Glu Gin Ala Gin Ala Arg Gly Tyr Gin Leu Val Ser Asp Ala 

225 230 235 240 
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Ala Ser Leu Asn Ser Val Thr Glu Ala Asn Gin Gin Lys Pro Leu Leu 

245 250 255 

Gly Leu Phe Ala Asp Gly Asn Met Pro Val Arg Trp Leu Gly Pro Lys 

260 265 270 

Ala Thr Tyr His Gly Asn He Asp Lys Pro Ala Val Thr Cys Thr Pro 

275 280 285 

Asn Pro Gin Arg Asn Asp Ser Val Pro Thr Leu Ala Gin Met Thr Asp 

290 295 300 

Lys Ala He Glu Leu Leu Ser Lys Asn Glu Lys Gly Phe Phe Leu Gin 

305 310 315 320 

Val Glu Gly Ala Ser He Asp Lys Gin Asp His Ala Ala Asn Pro Cys 

325 330 335 

Gly Gin He Gly Glu Thr Val Asp Leu Asp Glu Ala Val Gin Arg Ala 

340 345 350 

Leu Glu Phe Ala Lys Lys Glu Gly Asn Thr Leu Val He Val Thr Ala 

355 360 365 

Asp His Ala His Ala Ser Gin He Val Ala Pro Asp Thr Lys Ala Pro 

370 375 380 

Gly Leu Thr Gin Ala Leu Asn Thr Lys Asp Gly Ala Val Met Val Met 
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385 390 395 400 

Ser Tyr Gly Asn Ser Glu Glu Asp Ser Gin Glu His Thr Gly Gin Leu 

405 410 415 

Arg He Ala Ala Tyr Gly Pro His Ala Ala Asn Val Val Gly Leu Thr 

420 425 430 

Asp Gin Thr Asp Leu Phe Tyr Thr Met Lys Ala Ala Leu Gly Leu Lys 

435 440 445 

<210> 32 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of 
the DNA coding for partial amino acids of Sequence 2, and a partial rest 
riction site of BamHI consisting of 5* end of "gatcc" and 3' end of "g". 

<400> 32 

gatccgacat gtcgaggaag gcttttgtgt ttcccaaaga gtcgg 45 

<210> 33 
<211> 45 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 3 
2 

<400> 33 

gatcccgact ctttgggaaa cacaaaagcc ttcctcgaca tgtcg 45 

<210> 34 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of 
the DNA coding for partial amino acids of Sequence 2, and a partial rest 
riction site of BamHI consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 34 

gatccaggaa ggcttttgtg tttcccaaag agtcgg 36 

<210> 35 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 3 

4 

<400> 35 

gatcccgact ctttgggaaa cacaaaagcc ttcctg 36 

<210> 36 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 36 

cacaggaaac agaccatggg atccgtttca gaaatc 36 

<210> 37 

<211> 32 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
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<400> 37 



ttggatccat caccggcacc atattgtgca eg 



32 



<210> 38 

<211> 33 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 



<210> 39 

<211> 31 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 



<400> 38 



aaggatcctc agctgacttc aagccatacc ttg 



33 



<400> 



39 



aaggatccaa ggtatggctt gaagtcagct g 



31 



<210> 40 
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<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 40 

aaggatccaa ggtatggctt gaagtcagct g 31 

<210> 41 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 41 

ggtacgtata attcatcaag gtatggcttg 30 

<210> 42 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 42 

tatacgtacc tgctgattct aaaaac 26 

<210> 43 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of 
the DNA coding for partial amino acids of Sequence 2 

<400> 43 

aggaaggctt ttgtgtttcc caaagagtcg 30 

<210> 44 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 4 

3 

<400> 44 
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cgactctttg ggaaacacaa aagccttcct 30 

<210> 45 
<211> 55 
<212> PRT 

<213> Hepatitis B virus 
<400> 45 

Met Gin Trp Asn Ser Thr Ala Phe His Gin Ala Leu Gin Asp Pro Arg 

1 5 10 15 

Val Arg Gly Leu Tyr Phe Pro Ala Gly Gly Ser Ser Ser Gly Thr Val 

20 25 30 

Asn Pro Ala Pro Asn He Ala Ser His He Ser Ser He Ser Ala Arg 

35 40 45 

Thr Gly Asp Pro Val Thr Asn 

50 55 



<210> 46 
<211> 12 
<212> PRT 

<213> Hepatitis B virus 
<400> 46 

Asp Pro Arg Val Arg Gly Leu Tyr Phe Pro Ala Gly 

1 5 10 
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<210> 47 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of 
the DNA coding for amino acids of Sequence 46, and a partial restrictio 
n site of BamHI consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 47 

gatccgaccc gcgtgttcgt ggtctgtatt tcccggctgg tg 42 

<210> 48 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 4 

7 

<400> 48 

gatccaccag ccgggaaata cagaccacga acacgcgggt cc 42 

<210> 49 
<211> 84 
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<212> PRT 
<213> Human 

<400> 49 

Ala Val Ser Glu He Gin Phe Met His Asn Leu Gly Lys His Leu Ser 

1 5 10 15 

Ser Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His 

20 25 30 

Asn Phe Val Ala Leu Gly Ala Ser He Ala Tyr Arg Asp Gly Ser Ser 

35 40 45 

Gin Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Gin 
50 55 60 

Lys Ser Leu Gly Glu Ala Asp. Lys Ala Asp Val Asp Val Leu He Lys 
65 70 75 80 
Ala Lys Pro Gin 

<210> 50 
<211> 15 
<212> PRT 
<213> Human 

<400> 50 

Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 

1 5 10 15 

<210> 51 
<211> 51 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of 
the DNA coding for amino acids of Sequence 50, and a partial restrictio 
n site of BamHI consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 51 

gatccgaacg tgttgaatgg ctgcgtaaaa aactgcagga cgttcataac g 51 

<210> 52 
<211> 51 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 5 
1 

<400> 52 

gatccgttat gaacgtcctg cagtttttta cgcagccatt caacacgttc g 51 

<210> 53 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 53 

tatgaccatg attacggatt cactggcc 28 

<210> 54 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 54 

ctgcccggtt attattattt ttgacaccag 26 

<210> 55 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 55 
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taggatccta cgccaatgtc gttatccagc g 31 



<210> 56 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 56 

ttggatccag tgaagcgacc cgcattgacc 30 
[0 0 3 1] 
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[Title of Document] specification 

[Title of the Invention] HYBRID ENZYME AND USE THEREOF 
[Scope of Claim for a Patent] 

[Claim l] A hybrid enzyme which has a partial substitution or an insertion of a 
peptide containing a part of an amino acid sequence represented by SEQ ID NO:l, in 
which said hybrid enzyme has the same enzyme activity as an original enzyme without 
the substitution or the insertion of said peptide, and said hybrid enzyme activity is 
modulated when a material having binding ability to said peptide introduced by the 
substitution or the insertion is bound to the peptide moiety. 

[Claim 2] The hybrid enzyme according to claim 1, in which the peptide comprises 
an amino acid sequence having at least 6 or more sequential amino acid residues 
selected from the amino acid sequence of SEQ ID NO: 1. 

[Claim 3] The hybrid enzyme according to claim 2, in which the peptide has a 
property of being capable of binding to a material having binding ability to C-reactive 
protein. 

[Claim 4] The hybrid enzyme according to claim 1, in which the peptide comprises 
an amino acid sequence having at least 6 or more sequential amino acid residues 
selected from any one of SEQ ID NO: 2 through SEQ ID NO: 5. 

[Claim 5] The hybrid enzyme according to claim 1, in which the original enzyme is 
a glucose-6-phosphate dehydrogenase, a )3 -galactosidase or an alkaline phosphatase. 

[Claim 6] The hybrid enzyme according to claim 1, in which the material having 
binding ability to the peptide is an antibody. 

[Claim 7] A reagent for measurement of C-reactive protein comprising the hybrid 
enzyme according to any one of claims 1 through 6. 

[Claim 8] The reagent according to claim 7 further comprising an anti-C-reactive 
protein antibody. 

[Claim 9] A kit for measurement of C-reactive protein containing a reagent 
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comprising the hybrid enzyme according to any one of claims 1 through 6. 

[Claim 10] The kit according to claim 9 further comprising an anti-C-reactive 
protein antibody. 

[Claim 11 ] A method for measurement of C-reactive protein which is characterized 
in using the hybrid enzyme according to any one of claims 1 through 6. 

[Claim 12] The method according to claim 11 further comprising using an anti-C- 
reactive protein antibody in combination. 

[Claim 13] A method for measurement of C-reactive protein comprising bringing a 
sample containing C-reactive protein, the enzyme according to any one of claims 1 
through 6 and an anti-C-reactive protein antibody into contact with one another, then 
measuring activity of the enzyme, and determining the amount of C-reactive protein in 
the sample based on the resulting enzyme activity. 

[Claim 14] A glucose-6-phosphate dehydrogenase, into which a peptide is 
introduced at a specific position by insertion or substitution. 

[Claim 15] The hybrid enzyme according to claim 14, in which the specific position 
is a position at which the glucose-6-phosphate dehydrogenase activity can be 
maintained even by the insertion or substitution of a peptide having 6 or more amino 
acid residues. 

[Claim 16] The hybrid enzyme according to claim 14, in which the specific position 
is a position at which the glucose-6-phosphate dehydrogenase activity is modulated 
when a material having binding ability to the peptide introduced by insertion or 
substitution is bound to said peptide. 

[Claim 17] The hybrid enzyme according to claim 14, in which the specific position 
is any position selected from the group consisting of the Asp294 position, the Leu302 to 
Asp310 positions, the Glu362 position, the N-terminal and the.C-terminal of the amino 
acid sequence of glucose-6-phosphate dehydrogenase represented by SEQ ID NO: 6. 

[Claim 18] The hybrid enzyme according to claim 14, in which the peptide is 
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selected from the amino acid sequence of C-reactive protein. 

[Claim 19] The hybrid enzyme according to claim 14, in which the peptide has a 
character that there is a material having binding ability specifically to the peptide. 

[Claim 20] A reagent for measurement of a material containing the peptide 
introduced into the hybrid enzyme according to any one of claim 14 through 19 by 
insertion or substitution, which comprises the hybrid enzyme according to any one of 
claims 14 through 19. 

[Claim 21] A kit for measurement of a material containing the peptide introduced 
into the hybrid enzyme according to any one of claim 14 through 19 by insertion or 
substitution, which comprises the hybrid enzyme according to any one of claims 14 
through 19. 

[Claim 22] A method for measurement of a material containing the peptide 
introduced into the hybrid enzyme according to any one of claim 14 through 19 by 
insertion or substitution, which is characterized in using the hybrid enzyme according to 
any one of claims 14 through 19. 

[Claim 23] A method for measurement of a material containing the peptide, which 
comprises using the hybrid enzyme according to any one of claims 14 through 19 in 
combination with a material having binding ability to the peptide introduced into the 
hybrid enzyme by insertion or substitution. 

[Claim 24] A method for measurement of a material containing said peptide 
introduced into the hybrid enzyme according to any one of claim 14 through 19, which 
comprises bringing the hybrid enzyme according to any one of claims 14 through 19, a 
sample containing a material containing the peptide introduced into said hybrid enzyme 
by insertion or substitution and a material having binding ability to said peptide into 
contact with one another, then measuring activity of said hybrid enzyme, and 
determining the amount of the material containing said peptide in the sample based on 
the resulting enzyme activity. 
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[Claim 25] A reagent for measurement of a material having binding ability to the 
peptide introduced into said hybrid enzyme according to any one of claim 14 through 19 
by insertion or substitution, which comprises the hybrid enzyme according to any one of 
claims 14 through 19. 

[Claim 26] A kit for measurement of a material having binding ability to the peptide 
introduced into said hybrid enzyme according to any one of claim 14 through 19 by 
insertion or substitution, which comprises the hybrid enzyme according to any one of 
claims 14 through 19. 

[Claim 27] A method for measurement of a material having binding ability to the 
peptide introduced into said hybrid enzyme according to any one of claim 14 through 19 
by insertion or substitution, which comprises using the hybrid enzyme according to any 
one of claims 14 through 19. 

[Claim 28] A method for measurement of a material having binding ability to said 
peptide introduced into the hybrid enzyme according to any one of claim 14 through 19, 
which comprises bringing the hybrid enzyme according to any one of claims 14 through 
19 into contact with a sample containing a material having binding ability to the peptide, 
then measuring an activity of said hybrid enzyme, and determining the amount of the 
material having binding ability to said peptide in the sample based on the resulting 
enzyme activity. 

[Claim 29] A gene coding for a hybrid enzyme comprising an amino acid sequence 
into which a foreign peptide is introduced by substitution or insertion at any position 
selected from the group consisting of the Asp294 position, the Leu302 to Asp310 
positions, the Glu362 position, the N-terminal and the C-terminal of the amino acid 
sequence of glucose-6-phosphate dehydrogenase represented by SEQ ID NO: 6. 

[Claim 30] A recombinant DNA, which is characterized in inserting the hybrid 
enzyme gene according to claim 29 into a vector DNA. 

[Claim 31 ] A transfonnant or a transductant comprising the recombinant DNA 
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according to claim 30. 

[Claim 32] A method for producing a protein having enzyme activity of glucoses- 
phosphate dehydrogenase and a property that the glucose-6-phosphate dehydrogenase 
activity is modulated when a material having binding ability to an amino acid sequence 
introduced into glucose-6-phosphate dehydrogenase by substitution or insertion is 
bound to the amino acid sequence, which comprises cultivating the transformant or the 
transductant according to claim 31, and collecting the protein. 

[Claim 33] A gene coding for a hybrid enzyme comprising an amino acid sequence 
into which an amino acid sequence, which can be cleaved with a restriction enzyme, is 
introduced by substitution or insertion at any position selected from the group 
consisting of the Asp294 position, the Leu302 to Asp310 positions, the Glu362 position, 
the N-terminal and the C-terminal of the amino acid sequence of glucose-6-phosphate 
dehydrogenase represented by SEQ ID NO: 6. 

[Claim 34] A recombinant DNA, which is characterized in inserting the hybrid 
enzyme gene according to claim 33 into a vector DNA. 

[Claim 35] A )3 -galactosidase into which a peptide selected from an amino acid 
sequence represented by SEQ ID NO: 1 is introduced at a specific position by insertion 
or substitution. 

[Claim 36] The hybrid enzyme according to claim 35, in which the specific position 
is either selected from the Ile280 to Asp281 positions and Val796 to Ser797 positions of 
an amino acid sequence of a j3 -galactosidase represented by SEQ ID NO: 30. 

[Claim 37] A gene coding for the hybrid enzyme according to claim 36. 

[Claim 38] A recombinant DNA, which is characterized in inserting the hybrid 
enzyme gene according to claim 37 into a vector DNA. 

[Claim 39] A transformant or a transductant comprising the recombinant DNA 
according to claim 38. 

[Claim 40] A method for producing a protein having an enzyme activity of a )3 - 
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galactosidase and a property that the )3 -galactosidase activity is modulated when a 
material having binding ability to an amino acid sequence introduced into the /3 - 
galactosidase by substitution or insertion is bound to the amino acid sequence, which 
comprises cultivating the transformant or the transductant according to claim 39, and 
collecting the protein. 

[Claim 41 ] An alkaline phosphatase into which a peptide selected from an amino 
acid sequence represented by SEQ ID NO: 1 is introduced at a specific position by 
insertion or substitution. 

[Claim 42] The hybrid enzyme according to claim 41, in which the specific position 
is any one selected from the Lysl67 to Cysl68 positions, the Cysl68 to Tyrl69 
positions, the Glu407 to Asp408 positions, the Lys91 to Thr93 positions and the Tyrl69 
to Lysl77 positions of an amino acid sequence of an alkaline phosphatase represented 
by SEQ ID NO: 31. 

[Claim 43] A gene coding for the hybrid enzyme according to claim 42. 

[Claim 44] A recombinant DNA, which is characterized in inserting the hybrid 
enzyme gene according to claim 43 into a vector DNA. 

[Claim 45] A transformant or a transductant comprising the recombinant DNA 
according to claim 44. 

[Claim 46] A method for producing a protein having an enzyme activity of an 
alkaline phosphatase and a property that the alkaline phosphatase activity is modulated 
when a material having binding ability to an amino acid sequence introduced into the 
alkaline phosphatase by substitution or insertion is bound to the amino acid sequence, 
which comprises cultivating the transformant or the transductant according to claim 45, 
and collecting the protein. 

[Detailed Description of the Invention] 

[0001] 

[Technical Field of the Invention] 
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The present invention relates to a hybrid enzyme and a biological substance assay 
system using the same. More particularly, the present invention relates to a hybrid 
enzyme containing a part of an amino acid sequence of C-reactive protein (hereinafter 
briefly referred to as CRP) and CRP assay system using the hybrid enzyme, and a 
hybrid type of glucose-6-phosphate dehydrogenase (G6PDH) containing an foreign 
peptide at a specific position and a various foreign peptide assay system using the 
hybrid type enzyme. 

[0002] 

[Prior Art] 

Biological substance assay systems utilizing the antigen-antibody reaction can be 
roughly divided into two types: homogeneous assay systems such as turbidimetric 
immunoassay and latex turbidimetric immunoassay, and heterogeneous assay systems 
such as an immunoassay using HPLC, electrophoresis etc., radio immunoassay and 
enzyme immunoassay (EIA). In either case, measurements are made at present using 
almost automated instruments. However, in the heterogeneous assay systems such as a 
macromolecule material assays or a small molecule material assays, special instruments 
are indispensable because solid phases are used. Accordingly, general-purpose 
automatic analyzers can not be applied to these systems. Also in the homogeneous 
assay systems, except for turbidimetric immunoassay and latex turbidimetric 
immunoassay, special instruments are used, and general-purpose automatic analyzers 
can not be applied to these systems. On the other hand, the EMIT method 
( IMMUNOASSAYS . R. M. Nakamura et al., Alan R. Liss, Inc., New York) using an 
enzyme is established and comes in practice at present as a homogeneous immunoassay 
system applicable to the general-purpose automatic analyzers. This assay system is a 
method for measurement of the amount of a material to be assayed by using an enzyme 
chemically modified with the material to be assayed and utilizing that enzyme activity is 
inhibited to result in a reduction in enzyme activity when an antibody to the material to 
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be assayed is bound thereto. However, this system has the problem that the material to 
be assayed is limited to a small molecule material such as haptene. Then, recently, a 
homogeneous assay system using a hybrid enzyme formed by inserting a foreign 
peptide into an enzyme by genie recombination is contrived as a homogeneous 
immunoassay system which makes it possible to assay a macromolecule material by use 
of the enzyme. That is to say, this is a method for assaying the amount of the foreign 
peptide, a material containing the peptide in its amino acid sequence, or a material 
having binding ability to the peptide, by utilizing that enzyme activity varies when an 
antibody is bound to a foreign peptide moiety in the hybrid enzyme. As the enzymes 
used in this method, there are known alkaline phosphatases (Published Japanese 
Translation of PCT International Publication (Toku-Hyo-Hei) 8-507686 (1996)) and j3 
-galactosidases (FEBS Letters . 434, 23-27 (1998), FEBS Letters . 438, 267-271 (1998)). 
In this method, however, it is also known that the hybrid enzyme sometimes loses 
enzyme activity according to the position where a foreign peptide is inserted, or that 
even when the hybrid enzyme has enzyme activity, the enzyme activity sometimes does 
not vary when the material having binding ability is bound to the hybrid enzyme. 
Meanwhile, CRP, which is )3 -globulin in the serum which reacts with C 
polysaccharide of Streptococcus Pneumoniae, is known to be acute phase reactant 
protein and to increase in an inflammation or tissue injury. The measurement of CRP 
is useful for early diagnosis of inflammation in tissue and diagnosis of diseases. 
Conventionally, CRP has been measured by turbidimetric immunoassay, latex 

0 

turbidimetric immunoassay, enzyme immunoassay or radio immunoassay. Of these, 
turbidimetric immunoassay and latex turbidimetric immunoassay are applicable to the 
general-purpose automatic analyzers. However, as both are a method for detecting 
changes in turbidity, they are not said to be a complete homogeneous assay systems and 
have a problem with regard to accuracy on measurement. Accordingly, it has been 
desired to develop the micromeasurement of CRP applicable to the general-purpose 
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automatic analyzers according to the complete homogeneous assay system with high in 
assay accuracy. 
[0003] 

[Problems to be Solved by the Invention] 
In view of the situation as described above, one of problems to be solved by the present 
invention is to provide a method which makes it possible to assay a trace amount of 
CRP in a sample by a homogeneous colorimetry. It is another problem to be solved by 
the present invention to provide a method for measuring a macromolecule material in a 
homogeneous system. 

[0004] 

[Means for Solving the Problems] 
As a result of intensive research for solving the above-mentioned problems, the present 
inventors have found that the use of the above-mentioned hybrid enzyme makes it 
possible to assay in a homogeneous system a macromolecule material to be assayed, 
and have considered to be capable of developing a new CRP micromeasuring method 
applicable to the general-purpose automatic analyzers by application of this method to 
the assay of CRP, because the detection thereof can be conducted by a colorimetry. 
The present inventors have conducted further research, and have discovered that the 
above-mentioned problems can be solved by using a hybrid enzyme containing a part of 
a material to be analyzed such as CRP at a certain position of some kind of enzyme, 
thus completing the present invention. 

That is to say, as an effective hybrid enzyme for providing a method which 
makes it possible to measure a trace amount of CRP in a sample by a homogeneous 
colorimetry using a hybrid enzyme in which a CRP-derived peptide is inserted into a 
specific position, the present invention provides (1) a hybrid enzyme which has a partial 
substitution or an insertion of a peptide containing a part of an amino acid sequence 
represented by SEQ LD NO:l, in which said hybrid enzyme has the same enzyme 
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activity as an original enzyme without the substitution or the insertion of said peptide, 
and said hybrid enzyme activity varied when a material having binding ability to said 
peptide introduced by the substitution or the insertion is bound to the peptide moiety; 
(2) the hybrid enzyme described in (1), in which the peptide comprises an amino acid 
sequence having at least 6 or more sequential amino acid residues selected from the 
amino acid sequence of SEQ ID NO: 1; (3) the hybrid enzyme described in (2), in 
which the peptide has a property of being capable of binding to a material having 
binding ability to CRP; (4) the hybrid enzyme described in (1), in which the peptide 
comprises an amino acid sequence having at least 6 or more sequential amino acid 
residues selected from any one of SEQ ID NO: 2 through SEQ ID NO: 5; (5) the hybrid 
enzyme described in (1), in which the enzyme is a glucose-6-phosphate dehydrogenase 
(hereinafter sometimes referred to as G6PDH), a )3 -galactosidase or an alkaline 
phosphatase; and (6) the hybrid enzyme described in (1), in which the material having 
binding ability to the peptide is an antibody. As a method for measuring a trace 
amount of CRP in a sample by a homogeneous colorimetry using the above-mentioned 
hybrid enzyme, the present invention provides (7) a reagent for measurement of CPR 
comprising the enzyme described in any one of (1) through (6); (8) the reagent 
described in (7) further comprising an anti-CRP antibody; (9) a kit for measurement of 
CRP containing a reagent comprising the enzyme described in any one of (1) through 
(6); (10) the kit described in (9) further comprising an anti-CRP antibody; (11) a method 
for measurement of CRP which is characterized in using the enzyme described in any 
one of (1) through (6); (12) the method described in (11) further comprising using an 
anti-CRP antibody in combination; and (13) a method for measurement of CRP 
comprising bringing a sample containing CRP, the enzyme described in any one of (1) 
through (6) and an anti-CRP antibody into contact with one another, then determining 
an activity of the enzyme, and determining the amount of CRP in the sample based on 
the resulting enzyme activity. 
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Further, as G6PDH-containing hybrid enzyme having a similar enzyme activity 
also when a foreign peptide is inserted therein, and having a property that the enzyme 
activity can vary when a material having binding ability to the foreign peptide moiety is 
bound thereto, for measurement of a macromolecule material in a homogeneous system, 
the present invention provides (14) G6PDH having a peptide introduced into a specific 
position of G6PDH by insertion or substitution; (15) the enzyme described in (14), in 
which the specific position is a position at which the G6PDH activity can be maintained 
even in the insertion or substitution of a peptide having 6 or more amino acid residues; 
(16) the hybrid enzyme described in (14), in which the specific position is a position at 
which the G6PDH activity is modulated when a material having binding ability to the 
peptide introduced by insertion or substitution is bound to the peptide; (17) the enzyme 
described in (14), in which the specific position is any position selected from the group 
consisting of the Asp294, the Leu302 to Asp310, Glu362, the N-terminal and the C- 
terminal of the amino acid sequence of G6PDH represented by SEQ ID NO: 6; (18) the 
enzyme described in (14), in which the peptide is selected from the amino acid sequence 
of CRP; and (19) the enzyme described in (14), in which the peptide has a character that 
there is a material having binding ability specifically to the part of the hybrid enzyme in 
which the peptide is substituted or inserted. The present invention further provides 
(20) a reagent comprising the enzyme described in any one of (14) through (19), for 
measurement of a material containing the peptide introduced into the hybrid enzyme 
described in any one of (14) through (19) by insertion or substitution; (21) a kit 
comprising the enzyme described in any one of (14) through (19), for measurement of a 
material containing the peptide introduced into the hybrid enzyme according to any one 
of (14) through (19) by insertion or substitution; (22) a method comprising using the 
hybrid enzyme described in any one of (14) through (19), for measurement of a material 
containing the peptide introduced into the enzyme according to any one of (14) through 
(19) by insertion or substitution; (23) a method comprising using the enzyme described 



11 



in any one of (14) through (19) in combination with a material having binding ability to 
the peptide introduced into the enzyme described in any one of (14) through (19) by 
insertion or substitution, for measurement of a material containing the peptide; (24) a 
method comprising bringing the enzyme described in any one of (14) through (19), a 
sample containing a material containing the peptide introduced into the enzyme by 
insertion or substitution and a material having binding ability to the peptide into contact 
with one another, then measuring activity of the enzyme, and determining the amount of 
the material containing the peptide in the sample based on the resulting enzyme activity, 
for measurement of the material containing the peptide; (25) a reagent comprising the 
enzyme described in any one of (14) through (19), for measurement of a material having 
binding ability to the peptide introduced into the enzyme by insertion or substitution; 
(26) a kit comprising the enzyme described in any one of (14) through (19), for 
measurement of a material having binding ability to the peptide introduced into the 
enzyme by insertion or substitution; (27) a method comprising using the enzyme 
described in any one of (14) through (19), for measurement of a material having binding 
ability to the peptide introduced into the enzyme by insertion or substitution; and (28) a 
method comprising bringing the enzyme described in any one of (14) through (19) into 
contact with a sample containing a material having binding ability to the peptide 
introduced into the enzyme by insertion or substitution, then measuring an activity of 
the enzyme, and determining the amount of the material having binding ability to said 
peptide in the sample based on the resulting enzyme activity, for measurement of a 
material having binding ability to the peptide. 

In the present invention, in order to produce a reagent for detecting a certain material or 
a material having binding ability thereto, it has been discovered that (29) a gene coding 
for a hybrid enzyme comprising an amino acid sequence into which a foreign peptide is 
introduced by substitution or insertion at any position selected from the group 
consisting of the Asp294, the Leu302 to Asp310, Glu362, the N-terminal and the C- 
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terminal of the amino acid sequence of G6PDH represented by SEQ ID NO: 6 is useful. 
The present invention further provides (30) a novel recombinant DNA which is 
characterized in inserting the hybrid enzyme gene described in (29) into a. vector DNA; 
(31) a transformant or a transductant comprising the recombinant DNA described in 
(30); (32) a method for producing a protein having an enzyme activity of G6PDH and a 
property that the G6PDH activity is modulated when a material having binding ability 
to an amino acid sequence introduced into G6PDH by substitution or insertion is bound 
to the amino acid sequence, which comprises cultivating the transformant or the 
transductant described in (31), and collecting the protein; (33) a gene coding for a 
hybrid enzyme comprising an amino acid sequence into which an amino acid 
sequence , which can be cleaved with a restriction enzyme is introduced by substitution 
or insertion at any position selected from the group consisting of the Asp294 position, 
the Leu302 through Asp310 positions, the Glu362 position, the N-terminal and the C- 
terminal of the amino acid sequence of G6PDH represented by SEQ ID NO: 6; and (34) 
a novel recombinant DNA which is characterized in inserting the hybrid enzyme gene 
described in (33) into a vector DNA. 

Still further, the present invention provides (35) j3 -galactosidase in which a 
peptide selected from an amino acid sequence represented by SEQ ID NO: 1 is 
introduced into a specific position of )3 -galactosidase by insertion or substitution; (36) 
the )3 -galactosidase described in (35), in which the specific position is a site selected 
from the position He280/Asp281 and Val796/Ser797 of an amino acid sequence of a )3 
-galactosidase represented by SEQ ID NO: 30; (37) a gene coding for the hybrid 
enzyme described in (36); (38) a novel recombinant DNA which is characterized in 
inserting the hybrid enzyme gene described in (37) into a vector DNA; (39) a 
transformant or a transductant comprising the recombinant DNA described in (38); and 
(40) a method for producing a protein having an enzyme activity of a )3 -galactosidase 
and a property that the )3 -galactosidase activity varies when a material having binding 



13 



ability to an amino acid sequence introduced into the & -galactosidase by substitution 
or insertion is bound to the amino acid sequence, which comprises cultivating the 
transformant or the transductant described in (39), and collecting the protein. 

Furthermore, the present invention provides (41) alkaline phosphatase in which 
a peptide selected from an amino acid sequence represented by SEQ ID NO: 1 is 
introduced into a specific position of an alkaline phosphatase by insertion or 
substitution; (42) the hybrid enzyme described in (41), in which the specific position is 
a site selected from the position Lysl67/168Cys, Cysl68/169Tyr, Glu407/408Asp, 
Lys91/93Thr and Tyrl69/177Lys of an amino acid sequence of an alkaline phosphatase 
represented by SEQ ID NO: 31; (43) a gene coding for the hybrid enzyme described in 
(42); (44) a novel recombinant DNA , which is characterized in inserting the hybrid 
enzyme gene described in (43) into a vector DNA; (45) a transformant or a' transductant 
comprising the recombinant DNA described in (44); and (46) a method for producing a 
protein having an enzyme activity of an alkaline phosphatase and having a property that 
the alkaline phosphatase activity varies when a material having binding ability to an 
amino acid sequence introduced into the alkaline phosphatase by substitution or 
insertion is bound to the amino acid sequence, which comprises cultivating the 
transformant or the transductant described in (45), and collecting the protein. 
[0005] 

[The Embodiments of the Invention] 
Origin enzymes used for the hybrid enzymes of the present invention may be any, as 
long as they are enzymes generally used. Examples thereof include adenosine 
deaminases, alkaline phosphatases, (Amylases, bacterial luciferases, /3 -galactosidases, 
& -galactosidase fragments, )3 -lactamases, carbonic anhydrases, catalases, firefly 
luciferases, glucose oxidases, glucose-6-phosphate dehydrogenases, glucosidases, 
hexokinases, horseradish peroxidases, invertases, isocitrate dehydrogenases, lysozymes, 
malate dehydrogenases, micro peroxidases, 6-phosphofructases and xanthine oxidases. 
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Further, all enzymes can be used, as long as each amino acid sequence or DNA 
sequence arrangement thereof is determinate or can be determined, and the enzyme 
activity varies when a part or plural parts of the enzyme are substituted by a foreign 
peptide or a foreign peptide is inserted into a part or plural parts thereof and a material 
having binding ability to the peptide is bound to the peptide. Among which, enzymes 
having high enzyme activity, ones having good stability and ones which can be assayed 
by the colorimetry are particularly preferred. Examples thereof include G6PDHs, jS - 
galactosidases and alkaline phosphatases. Genes of these enzymes are available by 
cloning methods from genomes usually employed. Of course, already cloned genes or 
synthetic DNA can also be used. These enzymes may be derived from any, and each 
amino acid sequence thereof may be a sequence obtained by deletion, substitution or 
addition of one or more amino acids, as long as they have intrinsic enzyme activity. 

The foreign peptide used for preparing the hybrid enzyme of the present 
invention may be any, as long as a material such as an antibody or a receptor having 
binding ability to the peptide is present. Donors thereof include, for example, 
biological substances such as CRP, IgG, IgA, IgM, C3, C4, B 2 microglobulin and 
albumin, various cancer markers such as ot -fetoprotein, CA19-9, prostatic specific 
antigen (PSA) and carcihoembryonic antigen (CEA), various hormones such as insulin, 
human chorionic gonadotropin (hCG), albumin, streptolysin O (SLO), prolactin, 
parathyroid hormone and thyroid stimulating hormone (TSH), various toxins such as 
streptolysin O (SLO), or various viruses such as hepatitis B virus (HBV), hepatitis C 
virus (HCV), human immunodeficiency virus (HIV) and human papilloma virus (HPV), 
which are generally assayed(measured) in immunoassay systems. 

There is no particular limitation on the vector used in the recombinant DNA of 
the present invention, as long as it is a vector such as a plasmid vector and a bacterio 
phage vector, which can be replicated and inherited in various hosts of procaryotic cells 
and/or eucaryotic cells. Examples of such vectors include Escherichia coli-derived 



15 



plasmids such as pBR322, pBR325, pUC12, pUC13 and pBluescript, yeast-derived 
plasmids such as pSH19 and pSH15, and Bacillus subtilis -derived plasmids such as 
pUBHO, pTP5 and pC194, which are generally available in this field. Further, 
examples of the phage vectors include bacteriophages such as A phage, and viruses of 
animals and insects such as retroviruses, vaccinia viruses and nuclear polyhedrosis 
viruses. 

The host cells used for the production of the hybrid enzymes of the present 
invention include bacteria (for example, Escherichia coli), yeast (for example, 
Saccharomyces ). animal cells (for example, Chinese hamster cell CHO) and insect cells 
(for example, BmN4). 

Construction of recombinant DNA, and expression and purification of the 
hybrid enzyme for producing the hybrid enzymes of the present invention may be 
carried out by known methods, for example, methods described in Molecular Cloning (J. 
Sambrook et aL, 2nd Edition, Cold Spring Harbor Laboratory). 

There is no particular limitation on an expression vector, as long as it can be 
replicated and inherited in various hosts of procaryotic cells and/or eucaryotic cells, and 
has the function of expressing genes the hybrid enzymes from cloned gene in various 
hosts of procaryotic cells and/or eucaryotic cells, that is to say, the function of 
producing the desired hybrid enzymes. For example, the vectors generally available in 
this field are preferably pBR322, pUC12, pUC13, pTrcHis, pTrc99A, pMAL-c2 and 
artificially modified products thereof (DNA fragments obtained by treating the vectors 
with appropriate restriction enzymes) when the host cell is ESCHERICHIA coli; 
pRS403, pRS404, pRS413, pRS414 and pYES2 when the host cell is yeast; plasmids 
pRSVneo ATCC37224, pSV2dhfr ATCC37145, pdBPV-MMTneo ATCC37224 and 
pSV2neo ATCC37149 when the host cell is an animal cell; and Autographica California 
nuclear polyhedrosis virus (AcNPV) and Bombyx moii nuclear polyhedrosis virus 
(BmNPV) when the host cell is an insect cell. 
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In the following, the preparation of the hybrid enzyme of the present invention 
is described as to the case that G6PDH is used as the original enzyme, a CRP-derived 
peptide as the foreign peptide, and Escherichia coli as the host cell. 

The G6PDH gene can be obtained, for example, by the following method. 
That is to say, first, cells are harvested from a culture product of Leuconostoc 
mesenteroides by centrifugation according to a conventional method described in 
Molecular Cloning (J. Sambrook et al., 2nd Edition, Cold Spring Harbor Laboratory), 
and genomic DNA is extracted. Operations are hereinafter conducted according to 
well-known techniques generally employed, which are described in Molecular 
Cloning(J. Sambrook et al., 2nd Edition, Cold Spring Harbor Laboratory) and the like, 
unless otherwise specified. Using the above-mentioned genomic DNA as a template, 
an oligonucleotide primer having an N-terminal sequence and a C-terminal sequence of 
the G6PDH gene sequence shown in R.Levy et al., J. Biological Chemistry . 266 . 13028- 
(1991), or a sequence upstream therefrom and a sequence downstream therefrom is 
added, and the polymerase strand reaction is conducted by using a DNA thermal cycler 
(Perkin Elmer) to specifically amplify a DNA fragment containing the G6PDH gene. 
The resulting DNA fragment is integrated into a vector DNA according to a 
conventional method, thereby obtaining recombinant DNA containing DNA coding for 
G6PDH. 

Further, for connecting the foreign peptide to the G6PDH gene by insertion or 
substitution, any method may be used. For example, the method for preparing a 
deletion mutant using an exonuclease described in "Laboratory Manual Genetic 
Engineering" (edited by Seikan Muramatsu, the 3rd edition, pages 219 to 230, Maruzen), 
the method for introducing artificial mutation such as the Kunkel method, the cassette 
method or the method using the PCR, or the phosphorothioate method described in 
"DNA Cloning 1" (edited by D.M. Glover et al., 2nd Edition, pages 197 to 228, Takara), 
the gap double stranded DNA method and the MHT protocol can be used in 
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combination with each other. The resulting DNA coding for the hybrid enzyme is 
normally inserted into the vector DNA according to conventional method, thereby being 
able to obtain the recombinant DNA containing the DNA coding for the hybrid enzyme. 
Then, a method for preparing a restriction enzyme site in the G6PDH gene inserted into 
the plasmid, and connecting the foreign peptide by insertion or substitution is described 
below. 

That is to say, using the G6PDH gene as a template, primers to which a site 
cleavable with a restriction enzyme such as BamH I (BamH I site) is added in order to 
insert the BamH I site into the 5 '-terminal of base sequences coding for amino acid 
sequences on both sides of a insertion position of a foreign peptide in G6PDH, is 
subjected to the PCR, in combination with primers of base sequences coding for 
upstream part or downstream part from a position where a foreign peptide is to be 
inserted respectively, to amplify DNA fragments to which the BamH I site is inserted. 
Then, two kinds of fragments thus obtained are connected to each other on the vector, 
thereby being able to construct the G6PDH gene into which the BamH I site is inserted. 
The restriction enzyme site is cleaved with the restriction enzyme, thereby being able to 
insert any DNA fragment having a complementary sequence and the cleaved site at both 
ends thereof. 

When any amino acid sequence is eliminated for inserting the peptide by substitution, 
both sides of the sequence to be eliminated are subjected to the same operation as 
described above. Thus, the G6PDH gene connected to the foreign peptide by 
substitution can be obtained. 

When the recombinant DNA is constructed, secretory production can also be 
conducted as a fused protein of the hybrid enzyme and another protein or peptide. 
Further, the fused protein produced by secretion can also be cleaved with an appropriate 
protease or by chemical treatment to obtain the hybrid enzyme. Examples of the 
proteins to be fused include maltose binding proteins and glutathione S-transferase^ and 
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examples of the peptides to be fused include histidine tags and FLAG tags. 

The basic vectors for the construction of the recombinant DNA include, for 
example, plasmid vectors such as pBR322 (J. G. Sutcliffe, Cold Spring Harbor 
Symposium, 43, 77 (1979)), pUC18/19 (C. Yanisch-Perron et al., Gene . 22, 102-119 
(1985)), pBluescript IISK+ (STRATEGENE), pMAL-C2 (NEW England Biolabs), 
pTrc99A (Amersham Pharmacia), pKK223-3 (Amersham Pharmacia) and pET-11 
(STRATEGENE), and bacteriophage vectors such as A ENBL3 (STRATEGENE) and 
A DASHII (Funakoshi). 

A promoter used in the recombinant DNA may be any, as long as it functions in 
Escheria. coli. Examples thereof include a lac promoter, a trp promoter, a T7 promoter 
and derivatives thereof. Further, the recombinant DNA may contain an initiation 
signal such as a liposome binding sequence functioning in fL coli and a terminator. It 
may further contain a selective marker gene such as an ampicillin-resistance gene or a 
tetracycline-resistant gene. 
[0006] 

Using the recombinant DNA thus constructed, K coli is transformed or 
transduced to prepare a transformant or a transductant. IL £Qli includes M103, JA221, 
HB101, C600, XLl-Blue and JM109. 

Methods for transforming or transducing the recombinant DNA into 
Escherichia coli include, for example, the method of Cohen et al. ( Proc. Natl. Acad. Sci. 
U.S.A. . 2110 (1972)) and the method of Hanahan et al. ( J. Mol. Biol. . 166, 557 
(1983)). The recombinant DNA may be obtained from the recombinant DNA- 
containing transformant or transductant by a conventional method such as the alkali 
miniprep method. 

The hybrid enzyme of the present invention can be produced by cultivating the 
transformant or transductant of the recombinant DNA prepared as described above. 
Media used include, for example, Luria-Bertani medium (Molecular Cloning (J. 
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Sambrook et aL, 2nd Edition, Cold Spring Harbor Laboratory)), 2xYT medium 
(Molecular Cloning (J. Sambrook et al., 2nd Edition, Cold Spring Harbor Laboratory)) 
and M9 medium (J. Miller, Exp. Mol. Genet., Cold Spring Harbor Laboratory, New 
York, page 431 (1972)). The pH of the medium is preferably from 5 to 8. The 
cultivation is conducted usually at 14 to 42°C, preferably at 28 to 39°C, for 3 to 24 
hours, optionally with aeration or stirring. Further, an expression inducing reagent 
such as isopropyl- )3 -D-l-thiogalacto pyranoside, or an antibiotic such as ampicillin or 
chloramphenicol may be added as needed. 

The hybrid enzyme of the present invention can be obtained in the following 
manner from the culture product obtained by the above-mentioned cultivation. That is 
to say, when the hybrid enzyme exists in a culture solution of the culture product, a 
culture filtrate or culture supernatant containing the hybrid enzyme is obtained by a 
conventional method such as filtration or centrifugation. On the other hand, when the 
hybrid enzyme exists in periplasms or cells of the cultivated transformant or 
transductant, the culture product is subjected to a conventional method such as filtration 
or centrifugation to collect the periplasms or cells, which is suspended in a proper buffer 
solution and the cells in this solution are disrupted by a conventional method such as 
ultrasonication, lysozyme treatment or freeze-thawing. Then, a crude extract solution 
containing the hybrid enzyme is obtained by a conventional method such as filtration or 
centrifugation. 

The hybrid enzyme may be separated and purified from the thus obtained 
culture filtrate, culture supernatant or crude extract solution containing the hybrid 
enzyme of the present invention by a suitable combination of known separating and 
purifying methods. These known separating and purifying methods include methods 
mainly utilizing a difference in solubility such as salting-out and solvent precipitation, 
methods mainly utilizing a difference in molecular weight such as dialysis, 
ultrafiltration, gel filtration and SDS-polyacrylamide gel electrophoresis, methods 
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utilizing a difference in electric charge such as ion exchange chromatography, methods 
utilizing a difference in hydrophobicity such as hydrophobic chromatography, methods 
utilizing a difference in isoelectric point such as isoelectric point electrophoresis, and 
methods utilizing specific affinity such as affinity chromatography. 

The effect of the anti-CRP antibody to the enzyme activity of the resulting 
hybrid enzyme can be examined, for example, in the following manner. That is to say, 
the enzyme activity of the hybrid enzyme is assayed in the absence and presence of the 
anti-CRP antibody, respectively, to examine modulations in activity due to the binding 
of the anti-CRP antibody. To 6 Ml of a solution obtained by diluting each hybrid 
enzyme solution with 100 mM Tris/HCl buffer (pH 7.8) containing 1% bovine albumin, 
3 mM magnesium chloride and 150 mM sodium chloride to about 1 U/ml, 150 Ml of 
100 mM Tris/HCl buffer containing 3 mM magnesium chloride and 150 mM sodium 
chloride (pH 7.8, hereinafter referred to as buffer A for brevity), or an antibody solution 
obtained by diluting 100 times anti-CPR goat antibody with buffer A is added, followed 
by reaction at 37°C for 5 minutes. Then, 75 Ml of buffer A containing 10 mM 
glucose-6-phosphate (G6P) and 6 mM nicotinamide adenine dinucleotide (NAD) are 
added thereto, followed by reaction at 37° C for 5 minutes, and the changes in 
absorbance at a wavelength of 340 nm for 5 minutes are determined as G6PDH activity. 
[0007] 

The foreign peptide inserted into the enzyme may be any, as long as it 
maintains the structure that a material having binding ability to the peptide can bind 
thereto, and its enzyme activity is maintained even by insertion of the peptide. 
However, as described in Antibodies A Laboratory Manual (Ed Harlow et al., pages 76-, 
Cold Spring Harbor Laboratory), the peptide to be inserted is required to have at least 6 
or more sequential amino acid residues for maintaining its antigenicity. When the 
foreign peptide to be inserted is a CRP-derived peptide, all or a part of the whole amino 
acid sequence of CRP represented by SEQ ID NO: 1 is used. Of these, an amino acid 
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sequence containing 6 to 50 sequential amino acid residues, for example, a sequential 
amino acid sequence selected from Gln(l)-Asp(16), Glu(14)-Ala(24), Leu(22)-Ser(45), 
Thr(41)-Asn(61), Arg(47)-Ile(63), Lys(114)-Lys(121), Glu(130)~Glu(138), He(134)- 
Gly(148), Gln(137)-Leu(152), Glu(147)-Leu(152), Asp(3)-Ser(18), Leu(152)-Val(165), 
Val(165)-Gly(178), Leu(121)-Ser(132) and Arg(188)-Glu(197), is preferred. In 
particular, an amino acid sequence containing at least 6 or more sequential amino acid 
residues selected from sequences represented by SEQ ID NO: 2 (Asp(3)-Ser(18)), SEQ 
ID NO: 3 (Leu(152)-Gly(178)), SEQ ID NO: 4 (Leu(121)-Ser(132)) and SEQ ID NO: 5 
(Arg(188)-Glu(197)) is more preferred. The peptide moiety introduced into the 
enzyme by insertion or substitution may contain a sequence other than the desired 
peptide, such as a restriction enzyme site, which is sometimes introduced in the course 
of preparing the hybrid enzyme. 

In the present invention, the foreign peptide may be inserted into the origin 
enzyme of the hybrid enzyme at any position, as long as the enzyme activity is 
maintained also when the foreign peptide is inserted, and is modified when a material 
having binding ability to the inserted foreign peptide is bound to the peptide. The 
positions considered to be suitable therefor include a site exposed on a surface of the 
enzyme and a site where activation is influenced. The preferred position at which the 
foreign peptide is inserted into G6PDH as the origin enzyme was studied using the 
CRP-derived peptide. That is to say, we tried to insert the foreign peptide into the N- 
terminal, 32/33 (which means "between the 32nd and the 33rd", hereinafter the same), 
37/38, 48/49, 66/67, 87/88, 139/140, 226/227, 294/295, 296/297, 302/303, 305-310, 
362/363, 409/410 and the C-terminal of G6PDH. Results thereof show that the 
effective sites for CRP measurement at which the enzyme activity remains in the 
insertion of the peptide and is modulated by the anti-CRP antibody reaction are the N- 
terminal, 139/140, 302/303, 305/306, 306/307, 308/309, 309/310, 362/363 and the C- 
terminal, as shown in Table 1. 
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[0008] 
[Table l] 



Insertion Site 


Activity in Peptide 


Modulations in Enzyme 




Insertion 


Activity in Antibody 
Reaction 


Lys32/Lys33 


_ 




Gln37/Lys38 


_ 


_ 


Gln48/Ala49 


+ 


_ 


Phe66/Thr67 


+ 


_ 


Val87/Thr88 






Gly226/Tyr227 


_ 




Ala296/Asp297 


_ 


_ 


Leu305/Asp306 


+ 


+ 


Asp306/Val307 


+ 


+ 


Pro308/Ala309 


+ 


+ 


Ala309/Asp310 


+ 


+ 


Glu329/Gly330 






Glu362/Gln363 


+ 


+ 


Lys409/Lys410 






C-terminal 


+ 


+ 



The partial substitution of the amino acid sequence of the enzyme by the 
foreign peptide means that amino acid residues at specific sites of the enzyme are 
substituted by the amino acid sequence of the foreign peptide. In this case, the amino 
acid residue of the peptide introduced by substitution may be either more or less than 
the amino acid residues eliminated from the enzyme, as long as the enzyme activity of 
the original enzyme is maintained also after substitution, and is modulated when a 
material having binding ability to the foreign peptide introduced by substitution is 
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bound to the peptide. It is preferred that the number of the amino acid residues 
eliminated is approximately the same as that of the amino acid residues introduced. 
Further, it is preferred that the number of the amino acid residues of the peptide 
introduced by substitution is approximately the same as that of the amino acid residues 
of the foreign peptide introduced into the above-mentioned enzyme. Still further, the 
origin enzyme may be substituted by the foreign peptide at any position, as long as the 
enzyme activity is maintained also after substitution, and is modulated when a material 
having binding ability to the foreign peptide introduced by substitution is bound to the 
peptide. The position at which the foreign peptide is introduced by substitution is 
selected, based on the position at which the foreign peptide can be inserted into the 
original enzyme of the hybrid enzyme, as shown above. 
[0009] 

In the present invention, the hybrid enzyme obtained as described above is used 
for qualitative analysis. or quantitative analysis 

The hybrid enzyme of the present invention is modulated in its enzyme activity 
according to the binding amount thereof, when a material having binding ability to the 
foreign peptide introduced by substitution or insertion is bound to the peptide. 
Accordingly, the presence and amount of the material having the binding ability to the 
foreign peptide can be detected by allowing a sample containing the binding material to 
react with the hybrid enzyme of the present invention, and assaying modulations in the 
enzyme activity. The use of the hybrid enzyme of the present invention and the 
material having the binding ability allows the presence or amount of the material 
containing the peptide to be detected, by utilizing that the amount of the material having 
the binding ability which is bound to the hybrid enzyme is modulated by competition of 
the peptide introduced into the hybrid enzyme by insertion or substitution and the 
substance containing the peptide to the material having the binding ability. This 
process comprises the steps of (1) bringing a sample containing a material to be 
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analyzed, the hybrid enzyme of the present invention and the substance having the 
binding ability to the foreign peptide introduced into the hybrid enzyme of the present 
invention by insertion or substitution in contact with one another to form a reaction 
mixture, (2) bringing the reaction mixture into contact with a substrate to the starting 
enzyme, and (3) monitoring changes in the enzyme activity of the hybrid enzyme 
according to the amount of the material to be analyzed existing in the reaction mixture. 
Step (2) can also be carried out after the reaction mixture is allowed to reach a steady 
state or an equilibrium state, and step (1) can be carried out sequentially or concurrently. 
In step (1), a sample containing the material having the binding ability to the peptide 
can be reacted with the hybrid enzyme, thereby detecting the presence and amount of 
the material having the binding ability to the peptide. 

As described above, the use of the hybrid enzyme-containing reagent of the 
present invention allows the presence or amount of the anti-CRP antibody to be directly 
assayed. Further, the use of a reagent containing the anti-CRP antibody together with 
the hybrid enzyme of the present invention makes it possible to conduct the assay for 
indirectly detecting the presence or amount of CRP as an antigen, by binding 
competition of the hybrid enzyme and CRP to the anti-CRP antibody as a binding 
material. 

The enzyme activity of the hybrid enzyme may be assayed in accordance with 
the method for assaying the activity of the original enzyme. 

The G6PDHs used for preparing G6PDH-containing hybrid enzymes for 
assaying a macromolecule material in a homogeneous system, which can maintain the 
same enzyme activity also after insertion of the foreign peptide and be modulated in the 
enzyme activity when the material having binding ability to the foreign peptide moiety 
is bound to the foreign peptide moiety, include one having the amino acid sequence 
represented by SEQ ID NO: 6 or a sequence obtained by deletion, substitution or 
addition of one or more amino acids of the amino acid sequence, and one having 
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G6PDH activity even though it is different origin. Preferred examples of the positions 
at which the foreign peptides are inserted include the positions described above. 

The foreign peptides include all the peptides described above. Of these, the 
peptides as described above are preferably used as CRP. 

The hybrid enzyme prepared by using an enzyme other than the G6PDH, into 
which the foreign peptide containing as a part thereof a CRP-derived peptide is 
introduced by insertion or substitution, is also prepared in the same manner as described 
above. The position at which the foreign peptide is introduced by insertion or 
substitution may also be appropriately selected in the same manner. When the )3 - 
galactosidase is used as the enzyme, the position may also be selected, based on the 
descriptions of FEBS Letters . 434, 23-27 (1998) and FEBS Letters . 438, 267-271 
(1998). When the alkaline phosphatase is used, the position may also be selected, 
based on a method described in Proc. Natl. Acad. Sci. U.S.A. , 22 (1995). 

The use of the thus obtained hybrid enzyme into which the foreign peptide is 
introduced allows the presence or the amount of the material having the binding ability 
to the foreign peptide to be directly assayed, and the use of the hybrid enzyme and the 
material having the binding ability to the foreign peptide such as an antibody in 
combination makes it possible to conduct the assay for indirectly detecting the presence 
or the amount of the macromolecule material containing the foreign peptide. These 
assays may be conducted, based on the assaying operations of CRP or the anti-CRP 
antibody described above. Further, the use of the hybrid enzyme allows the 
macromolecule material to be assayed with high sensitivity in the homogeneous system, 
and this method can also be applied to general-purpose automatic analyzers. 

Examples are shown below for illustrating the invention in more detail, but the 
invention is not construed as being limited by descriptions given therein. 
[0010] 
[Example] 
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EXAMPLE 1 

Construction Plasmid containing G6PDH gene 

Five milliliters of LACTOBACILLI MRS BROTH (DIFICO) was inoculated 
with Leuconostoc mesenteroides, and shake cultured at 26°C for 16 hours to obtain a 
culture medium. Then, the culture medium was centrifuged at 4°C at 6000 rpm for 10 
minutes, and harvested to obtain cells. The cells were suspended in a 10 mM tris 
(hydroxymethyl)aminomethane (Tris/HCl) buffer containing 1 mM 
ethylenediaminetetraacetic acid (EDTA) (hereinafter referred to as TE for brevity), and 
achromopeptitase was added so as to give a final concentration of 300 u/ml, followed by 
standing at 37°C for 2 hours. Then, SDS and Proteinase K were added so as to give 
final concentrations of 0.5% and 100 l± g/ml, respectively, and the resulting suspension 
was further allowed to stand at 37°C for 2 hours to conduct bacteriolysis. Genomic 
DNA of Leuconostoc mesenteroides was extracted as a donor of a G6PDH gene 
according to a conventional method described in Molecular Cloning (J. Sambrook et al., 
2nd Edition, Cold Spring Harbor Laboratory). Operations were hereinafter conducted 
according to well-known techniques generally employed, which were described in 
Molecular Cioning (J. Sambrook et al., 2nd Edition, Cold Spring Harbor Laboratory) 
and the like, unless otherwise specified. Then, for obtaining the G6PDH gene, the 
polymerase strand reaction (hereinafter referred to as PCR for brevity) was conducted 
according to the following procedure. The above-mentioned genomic DNA (10 ng) 
was added as a template DNA, and 0. 1 nmol of each oligonucleotide primer 
represented by SEQ ID NO: 7 and SEQ ID NO: 8, respectively, containing the N- 
terminal and C-terminal sequences of the G6PDH gene, respectively, was added. Then, 
the reaction cycle at 94°C for 30 seconds, at 65°C for 30 seconds and at 72°C for 4 
minutes was repeated 25 times using a DNA thermal cycler (Perkin Elmer) to amplify 
DNA fragment. As a result, an about 1.5-kbp DNA fragment containing the G6PDH 
gene was specifically amplified. The resulting DNA fragment was ligated to an Eco 
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RV site of cloning vector pBluescript II KS+ (Stratagene) to construct plasmid pBSWG. 

Then, cloning vector pUC18 was digested with Eco RI and Sal I, and then, an 
end thereof was made flush. The resulting DNA fragment was ligated to the end made 
flush to construct plasmid pUCG which could express the G6PDH gene. Further, the 
750th from the N-terminal of the G6PDH gene, cytosine, was varied to thymine using 
the oligonucleotide primer represented by SEQ ID NO: 9 and Mutan-K (Takara Shuzo 
Co., Ltd.) according to the Kunkel method, thereby constructing plasmid pBSMG 
containing the G6PDH gene having no restriction enzyme Nco I recognition sequence at 
a position other than the N-terminal, without changing the amino acid sequence. This 
plasmid was digested with restriction enzymes Nco I and Pst I, and an about 1.5-kbp 
G6PDH gene was recovered. This gene was ligated to an about 2.7-kbp DNA 
fragment obtained by digesting plasmid pUCG with restriction enzymes Nco I and Pst I 
to construct plasmid pUCMG. 

[0011] 
EXAMPLE 2 

Construction of Recombinant DNA Coding for Fused Enzyme Having Human CRP- 
Derived Peptide Ligated between Pro308/Ala309 of G6PDH 

Using plasmid pUCMG of Example 1 as a template, and using the 
oligonucleotide primer represented by SEQ ID NO: 7, and the oligonucleotide primer 
represented by SEQ ID NO: 10, in which a restriction enzyme Bam H I recognition 
sequence was added to the 5 '-end side of an anti-sense strand sequence upstream from 
Pro308, the PCR was conducted to obtain an about 0.9-kbp DNA fragment containing a 
part from the N-terminal to Pro308 of the G6PDH gene, in which the restriction enzyme 
Bam H I recognition sequence was ligated to a downstream site. Similarly, using the 
oligonucleotide primer represented by SEQ ID NO: 11, in which a restriction enzyme 
Bam HI recognition sequence was added to the 5 '-end side of an anti-sense chain 
sequence downstream from Ala309, and the oligonucleotide primer represented by SEQ 
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ID NO: 12 containing the C-terminal anti-sense strand sequence of the G6PDH gene, an 
about 0.6-kbp DNA fragment containing a part from Ala309 to the C-terminal of the 
G6PDH gene, in which the restriction enzyme BamH I recognition sequence was ligated 
to an upstream site was obtained. 

The fragment of the N-terminal side was digested with restriction enzymes 
BamH I and Nco I, and the fragment of the C-terminal side was digested with restriction 
enzymes BamH I and Pst I, followed by ligation with an about 2.7-kbp DNA fragment 
obtained by digesting plasmid pUCMG with restriction enzyme Nco I and Pst I. Thus, 
recombinant pUCMG308B having a BamH I site sequence only at Pro308/Ala309 of 
the G6PDH gene was constructed. This recombinant was cleaved with restriction 
enzyme BamH I, and synthetic polynucleotides (a combination of SEQ ID NO: 13 and 
SEQ ID NO: 14, complemental with each other) having DNA coding for the amino acid 
sequence represented by SEQ ID NO: 2 were ligated thereto to construct 
pUCMG308Cl. Synthetic nucleotides (a combination of SEQ ID NO: 15 and SEQ ID 
NO: 16, and a combination of SEQ ID NO: 21 and SEQ ID NO: 22, complemental with 
each other) having DNA coding for a part (portion) of the amino acid sequence 
represented by SEQ ID NO: 3 were each ligated to construct pUCMG308C2 and 
pUCMG308C13. Further, synthetic nucleotides (a combination of SEQ ID NO: 17 
and SEQ ID NO: 18, complemental with each other) having DNA coding for the amino 
acid sequence represented by SEQ ID NO: 4 were ligated to construct pUCMG308C3, 
and synthetic nucleotides (a combination of SEQ ID NO: 19 and SEQ ID NO: 20, 
complemental with each other) having DNA coding for the amino acid sequence 
represented by SEQ ID NO: 5 were ligated to construct pUCMG308C5. The 
respective synthetic nucleotides have the following complemental structures with each 
other: 

[Chemical Formula l] 
5'-gatccgacatgtcgaggaaggcttttgtgtttcccaaagagtcggatacttccg -3' SEQ ID NO: 13 
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3'- gatccggaagtatccgactctttgggaaacacaaaagccttcctcgacatgtcg-5' SEQ ID NO: 14 



S'-gatccgtgctgtcaccagatgagattaacaccatctatcttggcgggg -3' 



SEQ ID NO: 15 



3'- gatcccccgccaagatagatggtgttaatctcatctggtgacagcacg-5' 



SEQ ID NO: 16 



5*-gatccctgaagaagggatacactgtgggggcagaagcaagcg -3' 



SEQ ID NO: 17 



3'- gatccgcttgcttctgcccccacagtgtatcccttcttcagg-5' 



SEQ ID NO: 18 



5'-gatcccgggcactgaagtatgaagtgcaaggcgaag -3' 



SEQ ID NO: 19 



3'- gatccttcgccttgcacttcatacttcagtgcccgg-5' 



SEQ ID NO: 20 



5'-gatcctagtgggagacattggaaatgtgaacatgtgggactttgtgg-3' 



SEQ ID NO: 21 



3'- gatcccacaaagtcccacatgttcacatttccaatgtctcccactag-5' 



SEQ ID NO: 22 



[0012] 
EXAMPLE 3 

Expression and Extraction of Fused Enzymes G308C1, G308C2, G308C3, G308C5 and 
G308C13 

Recombinant DNAs pUCMG308Cl, pUCMG308C3, pUCMG308C5, 
pUCMG308C2 and pUCMG308C13 of Example 2 were transformed into K Coli XL1- 
Blue. According to the method of Levy et al. (Protein Science . 1, 329- (1992)), the 
transformed E. Coli was shake cultured in LB medium (DIFCO) at 37°C for 16 hours to 
obtain a culture medium. The resulting culture medium was inoculated in LB medium 
to yield a final concentration of 2%, and shake cultured at 37°C for 5 hours. Then, 
IPTG (isopropyl- /3 -D-thiogalactopyranoside) was added to achieve a final 
concentration of 0.5 mM, thereby inducing expression, and the culture was incubated at 
37°C for 16 hours, followed by centrifugation at 4°C at 6000 rpm for 10 minutes to 
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obtain the cells. The cells were suspended in a 10 mM Tris/HCl buffer containing 8% 
sucrose, 0.1% Triton-X and 50mM EDTA, and lysozyme was added thereto so as to 
give a final concentration of 33 mg/ml. The resulting product was allowed to stand at 
37°C for 30 minutes, and then, insoluble material was removed by centrifugation at 
15000 rpm for 20 minutes to obtain a solution of each of fused enzymes G308C1, 
G308C2, G308C3, G308C5 and G308C13. As a control, a wild type enzyme solution 
was also similarly obtained from plasmid pUCMG. 

[0013] 
EXAMPLE 4 

Effect of Anti-CRP Antibody to Enzyme Activity of Fused Enzymes G308C1, G308C2, 
G308C3, G308C5 and G308C13 

The activity of the fused enzyme solutions obtained in Example 3 was assayed 
in the absence and presence of an anti-CRP antibody, respectively, to examine 
modulations in enzyme activity due to the binding of the anti-CRP antibody. To 6 ttl 
of a 400-fold dilution of each fused enzyme solution with a 100 mM Tris/HCl buffer 
(pH 7.8) containing 1% bovine albumin, 3 mM magnesium chloride and 150 mM 
sodium chloride, 150 U 1 of a 100 mM Tris/HCl buffer containing 3 mM magnesium 
chloride and 150 mM sodium chloride (pH 7.8, buffer A), or of a 100-fold antibody 
dilution of anti-CPR goat antibody with buffer A was added, followed by reaction at 
37°C for 5 minutes. Then, 75 UL 1 of buffer A containing 10 mM glucose-6-phosphate 
(G6P) and 6 mM nicotinamide adenine dinucleotide (NAD) was added thereto, 
followed by reaction at 37°C for 5 minutes, and the changes in absorbance at a 
wavelength of 340 nm for 5 minutes were determined as G6PDH activity. Activity 
ratio of the enzyme activity in the presence of the anti-CRP antibody to that in the 
absence of the antibody is shown in Table 2. As a result, it is known that the wild type 
G6PDH indicates no difference in activity between in the absence of the anti-CRP 
antibody and in the presence thereof, whereas fused enzymes G3Q8C1, G308C2, 
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G308C3, G308C5 and G308C13 are decreased in the enzyme activity in the presence of 
the anti-CRP antibody, compared to that in the absence thereof. That is to say, in the 
fused enzymes in which CRP peptides represented by SEQ ID NO: 2, SEQ ID NO: 3, 
SEQ ID NO: 4 and SEQ ID NO: 5 or a part thereof are inserted at Pro308/Ala309 of 
G6PDH, it is found that their enzyme activity is inhibited by the binding of the anti- 
CRP antibody. 
[Table 2] 





Activity Ratio 


Wild type 


101% 


Fused Enzyme . 
G308C1 


86% 


G308C2 


29% 


G308C3 


36% 


G308C5 


88% 


G308C13 


39% 



Activity ratio (%) = (G6PDH activity in the presence of antibody)/(G6PDH 
activity in the absence of antibody) X 100 
EXAMPLE 5 

Assay of Anti-CRP antibody Using Fused Enzyme G308C1 

Modulations in the activity of fused enzyme G308C1 which are dependent on 
the amount of the anti-CRP antibody were examined. To 50 Ml of each of 100-fold, 
1000-fold, 10000-fold and 100000-fold dilutions of the anti-CRP monoclonal antibody 
with buffer A, or to 50 Ul of buffer A, 100 n\ of a 3300-fold dilution of fused 
enzyme G308C1 diluted with buffer A was added, followed by reaction at 37°C for 5 
minutes. Then, 75 fi 1 of buffer A containing 10 mM G6P and 6 raM NAD was added 
thereto, followed by reaction at 37°C for 5 minutes, and the changes in absorbance at 
a wavelength of 340 nm for 5 minutes were determined as G6PDH activity. Results 
thereof are shown in Fig. 1. As known from the results, a phenomenon is observed 
that the enzyme activity increases with a decrease in the amount of the anti-CRP 
antibody. That is to say, it is shown that the anti-CRP antibody can be assayed using 
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the fused enzyme in which CRP peptide represented by SEQ ID NO: 2 is inserted at 
Pro308/Ala309 of G6PDH. 

[0014] 
EXAMPLE 6 

Assay of CRP Using Fused Enzyme G308C1 

It was examined whether the hybrid enzyme activity inhibited by the binding of 
the anti-CRP antibody is recovered with an increase in the CRP concentration. To 6 Ml 
of each of CRP solutions of various concentrations (0, 10, 20 and 40 mg/dl), 100 tt 1 of 
a 3300-fold dilution of a solution of fused enzyme G308C1 diluted with buffer A was 
added, followed by reaction at 37°C for. 3 minutes. Then, 50 Ml of a 10000-fold 
dilution of the anti-CRP monoclonal antibody diluted with buffer A was added thereto. 
After further reaction at 37°C for 3 minutes, 75 M 1 of buffer A containing 10 mM G6P 
and 6 mM NAD was added thereto, followed by reaction at 37°C for 5 minutes, and the 
changes in absorbance at a wavelength of 340 nm for 5 minutes were determined as 
G6PDH activity. As shown in Fig. 2, a phenomenon is observed that the activity is 
recovered with an increase in CRP concentration. That is to say, it is shown that CRP 
can be assayed using the fused enzyme in which CRP peptide represented by SEQ ID 
NO: 2 is inserted at Pro308/Ala309 of G6PDH. 
EXAMPLE 7 

Assay of CRP Using Fused Enzymes G308C2, G308C3 and G308C5 

The assay of CRP was tried in the same manner as with Example 6. Dilutions 
of fused enzymes G308C2, G308C3 and G308C5 were 5000-fold, 15000-fold and 
2000-fold, respectively, and the dilution ratio of anti-CPR goat antibody was 8-fold. 
As a result, a phenomenon is observed that the activity is recovered with an increase in 
CRP concentration, as shown in Figs. 3,4 and 5. That is to say, it is shown that CRP 
can be assayed using the fused enzymes in which CRP peptides represented by SEQ ID 
NO: 3, SEQ ID NO: 4 and SEQ ID NO: 5 are each inserted at Pro308/Ala309 of 
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G6PDH. 

[0015] 
EXAMPLE 8 

Construction of Recombinant DNA Coding for Fused Enzyme Having CRP-Derived 
Peptide Inserted at Asp306/Val307 of G6PDH 

Using a combinations of the oligonucleotide primers represented by SEQ ID 
NO: 7 and SEQ ID NO: 23 and a combination of the oligonucleotide primers 
represented by SEQ ID NO: 12 and SEQ ID NO: 24, recombinant pUCMG306B having 
a BamH I site only at Asp306/Val307 of the G6PDH gene was constructed, and the 
synthetic oligonucleotides represented by SEQ ID NO: 13 and SEQ ID NO: 14 were 
ligated thereto to construct recombinant DNA pUCMG306Cl, in the same manner as 
with Example 2. 
EXAMPLE 9 

Assay of CRP Using Fused Enzyme G306C1 

A solution of fused enzyme G306C1 was obtained in the same manner as with 
Example 3. Then, the assay of CRP was tried in the same manner as. with Example 6. 
A 500-fold dilution of the fused enzyme solution was used, and the dilution ratio of 
anti-CPR monoclonal antibody was 3200-fold. As a result, a phenomenon is observed 
that the activity is recovered with an increase in CRP concentration, as shown in Fig. 6. 
That is to say, it is shown that CRP can be assayed using the fused enzyme in which 
CRP peptide represented by SEQ ID NO: 2 is inserted at Asp306/Val307 of G6PDH. 

[0016] 
EXAMPLE 10 

Construction of Recombinant DNA Coding for Fused Enzyme Having CRP-Derived 
Peptide Inserted between Ala309/Asp310 of G6PDH 

Using a combinations of the oligonucleotide primers represented by SEQ ID 
NO: 7 and SEQ ID NO: 25 and a combination of the oligonucleotide primers 
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represented by SEQ ID NO: 12 and SEQ ID NO: 26, recombinant pUCMG309B having 
a BamH I site only at Ala309/Asp310 of the G6PDH gene was constructed, and the 
synthetic oligonucleotides represented by SEQ ID NO: 13 and SEQ ID NO: 14 were 
ligated thereto to construct recombinant DNA pUCMG309Cl, in the same manner as 
with Example 2. 
EXAMPLE 11 

Assay of CRP Using Fused Enzyme G309C1 

A solution of fused enzyme G309C1 was obtained in the same manner as with 
Example 3. Then, the assay of CRP was tried in the same manner as with Example 6. 
A 2500-fold dilution of the fused enzyme solution and a 1000-fold dillution of anti-CRP 
monoclonal antibody were used, and the dilution ratio of anti-CPR monoclonal antibody 
was 10000-fold. As a result, a phenomenon is observed that the activity is recovered 
with an increase in CRP concentration, as shown in Fig. 7. That is to say, it is shown 
that CRP can be assayed using the fused enzyme in which CRP peptide represented by 
SEQ ID NO: 2 is inserted at Ala309/Asp310 of G6PDH. 

[0017] 
EXAMPLE 12 

Construction of Recombinant DNA Coding for Fused Enzyme Having CRP-Derived 
Peptide Added to C-Terminal of G6PDH 

Using plasmid pBSMG, the oligonucleotide primer represented by SEQ ID 
NO: 27 and Mutan-K (Takara Shuzo Co., Ltd.), plasmid pBSMGCB having a restriction 
enzyme BamH I sequence added to the C-terminal of the G6PDH gene was constructed 
according to the Kunkel method. Then, recombinant pUCMGCB having the 
restriction enzyme BamH I sequence only at the C-terminal was constructed, and the 
synthetic oligonucleotide represented by SEQ ID NO: 13 was ligated thereto to 
construct recombinant DNA pUCMGCCl, in the same manner as with Examples 1 and 
2. 
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EXAMPLE 13 

Effect of Anti-CRP Antibody to Enzyme Activity of Fused Enzyme GCC1 

A solution of fused enzyme GCC1 was obtained in the same manner as with 
Example 3. Then, the effect at the time when the anti-CRP antibody was ligated to 
fused enzyme GCC1 was examined by the same procedure as with Example 4. 
Activity ratio of the enzyme activity in the presence of the anti-CRP antibody to that in 
the absence of the antibody is shown in Table 3. As a result, it is known that the wild 
type G6PDH indicates no difference in activity between in the absence of the anti-CRP 
antibody and in the presence thereof, whereas fused enzyme GCC1 is decreased in the 
enzyme activity in the presence of the anti-CRP antibody, compared to that in the 
absence thereof. That is to say, in the fused enzyme in which CRP peptide represented 
by SEQ ID NO: 2 is ligated to the C-terminal of G6PDH, it is found that its enzyme 
activity is inhibited by the binding of the anti-CRP antibody. 
[Table 3] 





Activity Ratio 


Wild type 


101% 


Fused Enzyme 
GCC1 


95% 



Activity ratio (%) = (G6PDH activity in the presence of antibody)/(G6PDH 
activity in the absence of antibody) X 100 

[0018] 
EXAMPLE 14 

Construction of Recombinant DNA Coding for Fused Enzyme Having CRP-Derived 
Peptide Ligated between Glu362/Gln363 of G6PDH 

Using a combinations of the oligonucleotide primers represented by SEQ ID 
NO: 7 and SEQ ID NO: 28 and a combination of the oligonucleotide primers 
represented by SEQ ID NO: 12 and SEQ ID NO: 29, recombinant pUCMG362B having 
a restriction enzyme BamH I sequence only at Glu362/Gln363 of the G6PDH gene was 
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constructed, and the synthetic oligonucleotides represented by SEQ ID NO: 13 and SEQ 
ID NO: 14 were ligated thereto to construct recombinant DNA pUCMG362Cl, in the 
same manner as with Example 2. 
EXAMPLE 15 

Assay of Anti-CRP Antibody Using Fused Enzyme G362C1 

A solution of fused enzyme G362C1 was obtained in the same manner as with 
Example 3. Then, modulations in the activity of fused enzyme G362C1 with the 
amount of the anti-CRP antibody were examined in the same manner as with Example 5. 
As a result, a phenomenon is observed that the activity is increased with an increase in 
the anti-CRP antibody concentration, as shown in Fig. 8. That is to say, it is shown 
that an anti-CRP antibody can be assayed using the fused enzyme in which CRP peptide 
represented by SEQ ID NO: 2 is inserted at Glu362/Gln363 of G6PDH. 

[0019] 
EXAMPLE 16 

Fused Enzyme Having a Part of CRP-Derived Peptide Represented by SEQ ID NO: 2 
Inserted into G6PDH 

Synthetic nucleotides (a combination of SEQ ID NO: 32 and SEQ ID NO: 33, 
and a combination of SEQ ID NO: 34 and SEQ ID NO: 35) having DNA sequence 
coding for a part of the amino acid sequence represented by SEQ ID NO: 2 were each 
ligated to recombinant pUCMG306B having a restriction enzyme BamH I sequence 
only at Asp306/Val307 of the G6PDH gene constructed in Example 8 to construct 
recombinant DNAs pUCMG308C15 and pUCMG308C18 respectively. Similarly, 
using recombinant pUCMG308B in Example 2, recombinant DNAs pUCMG308C15 
and pUCMG308C18 were each constructed. Using these, fused enzymes G306C15, 
G306C18, G308C15 and G308C18 were obtained by the same procedure as with 
Example 3. As to these fused enzymes and fused enzymes G306C1 and G308C1 
obtained in Example 9 and Example 3, the effect at the time when the anti-CRP 



37 



antibody was ligated to each fused enzyme was examined by the same procedure as 
with Example 4. The enzyme activity in the presence of the anti-CRP antibody (a 
1000-fold dilution of the anti-CRP monoclonal antibody) to that in the absence of the 
antibody is shown in Table 4 as the activity ratio. Then, using fused enzymes G306C1, 
G306C15 and G306C18, a comparison of CRP assaying sensitivity was made. To 10 
111 of each of CRP solutions having various concentrations (0, 5, 10, 20 and 40 mg/dl), 
250 Ml of a mixed solution of each fused enzyme and the anti-CRP monoclonal 
antibody diluted with buffer A was added, followed by reaction at 37°C for 5 minutes. 
Then, 125 ll 1 of buffer A containing 10 mM G6P and 6 mM NAD was added thereto, 
followed by further reaction at 37°C for 5 minutes, and the changes in absorbance at a 
wavelength of 340 nm for 5 minutes were determined as G6PDH activity. The dilution 
ratios of fused enzymes G306C1, G306C15 and G306C18 were 1040-fold, 6240-fold 
and 58500-fold, respectively, and all the dilution ratio of anti-CPR monoclonal antibody 
was 15600-fold. Results thereof are shown in Fig. 9. The results show the possibility 
of controlling the assaying sensitivity by the selection of the enzyme site into which the 
peptide is inserted, and/or by the selection of the peptide length to be inserted. 
[Table 4] 





Activity Ratio 


Wild type 


100.4% 


Fused Enzyme 

G306C1 


53.1% 


G306C15 


54.0% 


G306C18 


16.2% 


G308C1 


78.9% 


G308C15 


89.8% 


G308C18 


94.6% 



CRP peptide sequences inserted into the respective fused enzymes are shown 

below: 

G306C1, G308C1; 

Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser Asp Thr Ser 
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G306C15, G308C15; 

Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser 
G306C18, G308C18; 

Arg Lys Ala Phe Val Phe Pro Lys Glu Ser 

[0020] 
EXAMPLE 17 

Fused Enzymes Having CRP-Derived Peptides Inserted into N-Terminal, at 
Asp294/Ser295 and at Leu302/Glu303 of G6PDH 

Using plasmid pBSMG, the oligonucleotide primer represented by SEQ ID 
NO: 36 and Mutan-K (Takara Shuzo Co., Ltd.), plasmid pBSMGNB having a 
restriction enzyme BamH I sequence added to the N-terminal of the G6PDH gene was 
constructed according to the Kunkel method. Then, recombinant pUCMGNB having 
the restriction enzyme BamH I sequence only at the N-terminal was constructed by the 
same procedure as with Examples 1 and 2. Further, using a combination of the 
oligonucleotide primers represented by SEQ ID NO: 7 and SEQ ID NO: 37 and a 
combination of the oligonucleotide primers represented by SEQ ID NO: 12 and SEQ ID 
NO: 38, recombinant pUCMG294B having a restriction enzyme BamH I sequence only 
at Asp294/Ser295 of the G6PDH gene was constructed, and using a combination of the 
oligonucleotide primers represented by SEQ ID NO: 7 and SEQ ID NO: 39 and a 
combination of the oligonucleotide primers represented by SEQ ID NO: 12 and SEQ ID 
NO: 40, recombinant pUCMG302B having a restriction enzyme BamH I sequence only 
at Leu302/Glu303 of the G6PDH gene was constructed, by the same procedure as with 
Example 2. Then, the synthetic polynucleotides represented by SEQ ID NO: 34 and 
SEQ ID NO: 35 were ligated thereto to construct recombinant DNAs pUCMGNC18, 
pUCMG294C18 and pUCMG302C18. Solutions of fused enzymes GNC18, G294C18 
and G302C18 were obtained by the same procedure as with Example 3. The effect at 
the time when the anti-CRP antibody was bound to each fused enzyme was examined 



39 



by the same procedure as with Example 4. Activity ratio of the enzyme activity in the 
presence of the anti-CRP antibody (a 1000-fold dilution of the anti-CRP monoclonal 
antibody) to that in the absence of the antibody is shown in Table 5. As a result, it is 
known that the wild type G6PDH indicates no difference in activity between in the 
absence of the anti-CRP antibody and in the presence thereof, whereas fused enzymes 
GNC18, G294C18 and G302C18 are decreased in the enzyme activity in the presence 
of the anti-CRP antibody, compared to that in the absence thereof. That is to say, in all 
the fused enzymes in which CRP peptides are inserted into the N-terminal, at 
Asp294/Ser295 and at Leu302/Glu303 of G6PDH, it is found that their enzyme activity 
is inhibited by the binding of the anti-CRP antibody. 
[Table 5] 





Activity Ratio 


Wild type 


100.3% 


Fused Enzyme 

GNC18 


90.2% 


G294C18 


51.4% 


G302C18 


57.5% 



[0021] 
EXAMPLE 18 

Fused Enzyme Having CRP-Derived Peptides Inserted into Two Positions, at 
Asp306/Val307 and C-Terminal of G6PDH 

The synthetic oligonucleotides represented by SEQ ID NO: 32 and SEQ ID 
NO: 33 were ligated to recombinant pUCMGCB constructed in Example 12 to construct 
recombinant DNA pUCMGCC15 by the same procedure as with Example 2, and this 
recombinant DNA was digested with restriction enzymes Bpull02 I and Pst I to recover 
an about 0.5-kbp fragment. Further, recombinant DNA pUCMG306C18 constructed 
in Example 16 was digested with restriction enzymes Nco I and Bpull02 I to recover an 
about 1.0-kbp fragment. Still further, recombinant DNA pUCMG constructed in 
Example 1 was digested with restriction enzymes Nco I and Pst I to recover an about 
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2.7-kbp fragment. These three recovered fragments were ligated, thereby constructing 
recombinant DNA pUCMG306C18+CC15 in which synthetic oligonucleotides coding 
for CRP-derived peptide were inserted into two positions of the G6PDH gene. By the 
same procedure as with Example 3, a solution of fused enzyme G306C18+CC15 was 
obtained. The effect at the time when the anti-CRP antibody was bound to the fused 
enzyme was examined by the same procedure as with Example 4. Activity ratio of the 
enzyme activity in the presence of the anti-CRP antibody (a 1000-fold dilution of the 
anti-CRP monoclonal antibody) to that in the absence of the antibody is shown in Table 
6. As a result, it is known that the wild type G6PDH indicates no difference in activity 
between in the absence of the anti-CRP antibody and in the presence thereof, whereas 
fused enzyme G306C18+CC15 is decreased in the enzyme activity in the presence of 
the anti-CRP antibody, compared to that in the absence thereof. That is to say, in the 
fused enzyme in which a part of CRP peptide represented by SEQ ID NO: 2 are inserted 
into two positions, between Asp306/Val307 and the C-terminal, it is found that its 
enzyme activity is inhibited by the binding of the anti-CRP antibody. 
[Table 6] 





Activity Ratio 


Wild type 


99.9% 


Fused Enzyme 

G306C18+CC15 


15.2% 



[0022] 
EXAMPLE 19 

Fused Enzyme Having Human CRP-Derived Peptide Substituted for a part from Val307 
to Ala309 of G6PDH 

The about 0.9-kbp DNA fragment containing from the N-terminal to Asp306 of 
the G6PDH gene, in which the restriction enzyme BamH I sequence was added to a 
downstream site, prepared in Example 8, and the about 0.6-kbp DNA fragment 
containing from Asp310 to the C-terminal of the G6PDH gene, in which the restriction 
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enzyme BamH I sequence was added to an upstream site, prepared in Example 10, were 
used with each other to construct recombinant pUCMG306d3B in which the restriction 
enzyme BamH I sequence was substituted for a part from Val307 to Ala309 of the 
G6PDH gene, by the same procedure as * with Example 2. The synthetic 
oligonucleotides represented by SEQ ID NO: 13 and SEQ ID NO: 14 were ligated 
thereto to construct recombinant DNA pUCMG306d3Cl. A solution of fused enzyme 
G306d3Cl was obtained by the same procedure as with Example 3. Then, CRP was 
assayed in the same manner as with Example 6. A 5000-fold dilution of the fused 
enzyme solution was used, and the dilution ratio of anti-CPR monoclonal antibody was 
10000-fold. As a result, a phenomenon is observed that the activity is recovered with 
an increase in CRP concentration, as shown in Fig. 10. That is to say, it is shown that 
CRP can be assayed using the fused enzyme in which CRP peptide represented by SEQ 
ID NO: 2 is substituted for from Val307 to Ala309 of G6PDH. 

[0023] 
Example 20 

Fused Enzyme Having Tyr Substituted for Asp306 of G6PDH and CRP-Derived 
Peptide Ligated at Tyr306/Val307 Without Addition of Recognition Sequence for 
Restriction Enzyme 

Using a combinations of the oligonucleotide primers represented by SEQ ID 
NO: 7 and SEQ ID NO: 41 and a combination of the oligonucleotide primers 
represented by SEQ ID NO: 12 and SEQ ID NO: 42, recombinant pUCMG306E having 
a restriction enzyme EcolOS I sequence as a sequence coding for Tyr306/Val307 by 
substituting Tyr for Asp306 of the G6PDH gene was constructed, and the synthetic 
oligonucleotides represented by SEQ ID NO: 43 and SEQ ID NO: 44 were ligated 
thereto to construct recombinant DNA pUCMG306EC18, by the same procedure as 
with Example 2. By the same procedure as with Example 3, a solution of fused 
enzyme G306EC18 was obtained. Then, the effect at the time when the anti-CRP 
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antibody was ligated to the fused enzyme was examined by the same procedure as with 
Example 4. Activity ratio of the enzyme activity in the presence of the anti-CRP 
antibody (a 1000-fold dilution of the anti-CRP monoclonal antibody) to that in the 
absence of the antibody is shown in Table 7. As a result, it is known that the wild type 
G6PDH indicates no difference in activity between in the absence of the anti-CRP 
antibody and in the presence thereof, whereas fused enzyme G306EC18 is decreased in 
the enzyme activity in the presence of the anti-CRP antibody, compared to that in the 
absence thereof. That is to say, in the fused enzyme in which Tyr is substituted for 
Asp306 of G6PDH and a part of CRP peptide represented by SEQ ID NO: 2 is inserted 
at Tyr306/Val307, it is found that its enzyme activity is inhibited by the binding of the 
anti-CRP antibody. 
[Table 7] 





Activity Ratio 


Wild type 


101.0% 


Fused Enzyme 

G306EC18 


85.0% 



[0024] 
EXAMPLE 21 

Fused Enzyme Having Hepatitis B Virus preS2 Antigen-Derived Peptide Inserted at 
Asp306/Val307 of G6PDH 

The synthetic oligonucleotides represented by SEQ ID NO: 47 and SEQ ID 
NO: 48, which code for a partial sequence (SEQ ID NO: 46) of preS2 antigen 
represented by SEQ ID NO: 45 (S. Usuda, et aL, J. Virol. Methods . £0, 97-112 (1999)), 
were ligated to pUCMG306B prepared in Example 8 to construct recombinant DNA 
pUCMG306Hl. A solution of fused enzyme G306H1 was obtained in the same 
manner as with Example 3. Then, modulations in the activity of fused enzyme 
G306H1 with the amount of the anti-preS2 antibody were examined in the same manner 
as with Example 5. As a result, a phenomenon is observed that the enzyme activity 
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decreases with an increase in the amount of the anti-preS2 antibody, as shown in Fig. 11. 
That is to say, it is shown that the anti-preS2 antibody can be assayed using the fused 
enzyme in which the preS2 peptide represented by SEQ ID NO: 46 is inserted at 
Asp306/Val307 of G6PDH, 

[0025] 
EXAMPLE 22 

Fused Enzyme Having Parathyroid Hormone (PTH)-Derived Peptide Inserted at 
Asp306/Val307 of G6PDH 

The synthetic oligonucleotides represented by SEQ ID NO: 51 and SEQ ID 
NO: 52, which code for a partial sequence (SEQ ID NO: 50) of PTH represented by 
SEQ ID NO: 49 (J. H. Habener et aL, Metabolic Bone Disease . 2nd Edition, 69, WB 
Saunders, Philadelphia (1999)), were ligated to pUCMG306B prepared in Example 8 to 
construct recombinant DNA pUCMG306Pl. A solution of fused enzyme G306P1 was 
obtained in the same manner as with Example 3. Then, PTH was assayed in the same 
manner as with Example 6. A 2000-fold dilution of the fused enzyme solution was 
used, and the dilution ratio of anti-PTH monoclonal antibody was 8000-fold. As a 
result, a phenomenon is observed that the activity is recovered with an increase in the 
PTH concentration, as shown in Fig. 12. That is to say, it is shown that PTH can be 
assayed using the fused enzyme in which the PTH peptide represented by SEQ ID NO: 
50 is inserted at Asp306/Val307 of G6PDH. 

[0026] 
EXAMPLE 23 

Construction of Plasmid Containing j3 -Galactosidase Gene 

IL £Qli ATCC 25922 was inoculated into 3 ml of LB media (DIFCO), and 
shake cultured at 37°C for 16 hours to obtain a culture medium. Then, the culture 
medium was centrifuged at 4°C at 6000 rpm for 10 minutes, and harvested to obtain 
cells. Genomic DNA of XL coli was extracted from the resulting cells according to a 
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conventional method described in Molecular Cloning (J. Sambrook et al., 2nd Edition, 
Cold Spring Harbor Laboratory). Then, for obtaining the )3 -galactosidase gene, the 
PCR was conducted according to the following procedure. That is to say, 10 ng of the 
above-mentioned genomic DNA as a template DNA and 0.1 nmol of each of the 
oligonucleotide primers represented by SEQ ID NO: 53 and SEQ ID NO: 54 which 
contain the N-terminal and C-terminal sequences of the )3 -galactosidase gene 
respectively, which is described in A. Kalnins et al., EMBO J. T 2, 593- (1983), were 
added. Then, the reaction cycle at 94°C for 30 seconds, at 60°C for 1 minute and at 
72°C for 5 minutes was repeated 25 times using a DNA thermal cycler (Perkin Elmer) 
to amplify DNA fragment. As a result, an about 3.1-kbp DNA fragment containing the 
j3 -galactosidase gene was specifically amplified. On the other hand, cloning vector 
pUC19 was digested with Eco RI and Hind III, and an end thereof was made flush with 
a Klenow fragment. The DNA fragment obtained by the PCR was ligated thereto to 
construct plasmid pUCB which was cloned in the state that a gene coding for & - 
galactosidase could be expressed. 

[0027] 
EXAMPLE 24 

Construction of Recombinant DNA Coding for Fused Enzyme Having CRP-Derived 
Peptide Inserted at Val796/Ser797 of /3 -galactosidase 

Using plasmid pUCB obtained in Example 23 as a template, and using the 
oligonucleotide primers represented by SEQ ID NO: 53 and SEQ ID NO: 55 and the 
oligonucleotide primers represented by SEQ ID NO: 54 and SEQ ID NO: 56, the PCR 
was conducted in the same manner as with Example 2 to obtain an about 2.4-kbp DNA 
fragment and an about 0.7-kbp DNA fragment in which restriction enzyme BamH I 
sequences were added at a site downstream from Val796 of (3 -galactosidase gene and 
at a site upstream from Ser797, respectively. The fragment of the N-terminal side was 
digested with restriction enzymes Sac I and BamH I to obtain an about 0.4-kbp DNA 
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fragment, and the fragment of the C-terminal side was digested with restriction enzymes 
BamH I and Nde I to obtain an about 0.6-kbp DNA fragment. These fragments were 
ligated to an about 4.8-kbp DNA fragment obtained by digesting plasmid pUCB with 
restriction enzymes Sac I and Nde I to construct recombinant pUCB796B having a 
restriction enzyme BamH I sequence only at Val796/Ser797 of the j3 -galactosidase 
gene. The synthetic polynucleotides represented by SEQ ID NO: 13 and SEQ ID NO: 
14 were ligated thereto to construct pUCB796Cl. 
EXAMPLE 25 

Effect of Anti-CRP Antibody to Enzyme Activity of Fused Enzyme B796C1 

A solution of fused enzyme B796C1 was obtained by the same procedure as 
with Example 3 with the exception that pUCB796Cl was used as the recombinant. 
Then, the j3 -galactosidase activity of the fused enzyme solution was assayed in the 
absence and presence of the anti-CRP antibody, respectively, according to the method of 
Villaverde et al. ( FEBS Letters . 434 . 23- (1998)), to examine modulations in enzyme 
activity due to the binding of the anti-CRP antibody. To 6 l± 1 of a 50-fold dilution of 
the fused enzyme solution with a 100 mM phosphate buffer containing 0.1 M 2- 
mercaptoethanol and 1.0 mM magnesium chloride (pH 7.3, hereinafter referred to as 
buffer B for brevity), 150 U 1 of buffer B or a 7500-fold dilution of the anti-CRP 
monoclonal antibody diluted with buffer B was added, followed by reaction at 37°C for 
5 minutes. Then, 24 U I of buffer B containing 17 U M o-nitrophenyl- & -D- 
galactopyranocide (hereinafter referred to as solution ONPG for brevity) was added 
thereto, followed by reaction at 37°C for 5 minutes, and the changes in absorbance at 
a wavelength of 405 nm for 5 minutes after adding solution ONPG were determined as 
)3 -galactosidase activity. Activity ratio of the enzyme activity in the presence of the 
anti-CRP antibody to that in the absence thereof was taken. As a result, it is known 
that the wild type j3 -galactosidase indicates no difference in activity between in the 
absence of the anti-CRP antibody and in the presence thereof, whereas fused enzyme 
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B796C1 is increased in the enzyme activity in the presence of the anti-CRP antibody, 
compared to that in the absence thereof, as shown in Table 8. That is to say, in the 
fused enzyme in which CRP peptide represented by SEQ ID NO: 2 is inserted at 
Val796/Ser797 of /3 -galactosidase, it is found that its enzyme activity is amplified by 
the binding of the anti-CRP antibody. 
[Table 8] 





Activity Ratio 


Wild type 


100.2% 


Fused Enzyme 

B796C1 


170.5% 



[0028] 
EXAMPLE 26 

Assay of Anti-CRP Antibody Using Fused Enzyme B796C1 

Modulations in the activity of fused enzyme B796C1 which are dependent on 
the amount of the anti-CRP antibody were examined. To 50 £t 1 of each of 1000-fold, 
10000-fold and 100000-fold dilutions of the anti-CRP monoclonal antibody with buffer 
B, or to 50 tt \ of buffer B, 100 u 1 of a 1250-fold dilution of fused enzyme B796C1 
diluted with buffer B was added, followed by reaction at 37°C for 5 minutes. Then, 24 
fi 1 of solution ONPG was added thereto, followed by reaction at 37°C for 5 minutes. 
Then, the changes in absorbance at a wavelength of 405 nm for 5 minutes after adding 
solution ONPG were determined as j3 -galactosidase activity. As a result, a 
phenomenon is observed that the enzyme activity increases with a increase in the 
amount of the anti-CRP antibody, as shown in Fig. 13. That is to say, it is shown that 
the anti-CRP antibody can be assayed using the fused enzyme in which CRP peptide 
represented by SEQ ID NO: 2 is inserted at Val796/Ser797 of (3 -galactosidase. 
EXAMPLE 27 

Assay of CRP Using Fused Enzyme B796C1 

Using fused enzyme B796C1 and the anti-CRP antibody, CRP was assayed. 
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To 6 tt 1 of each of CRP solutions having various concentrations (0, 10, 20 and 40 
mg/dl) 5 100 il 1 of a 1250-fold dilution of a solution of fused enzyme B796C1 diluted 
with buffer B was added, followed by reaction at 37°C for 3 minutes. Then, 50 U 1 of 
a 7500-fold dilution of the anti-CRP monoclonal antibody diluted with buffer B was 
added thereto. After further reaction at 37°G for 3 minutes, 24 U 1 of solution ONPG 
was added thereto, followed by reaction at 37°C for 5 minutes, and the changes in 
absorbance at a wavelength of 405 nm for 5 minutes after adding solution ONPG were 
determined as /3 -galactosidase activity. As a result, a phenomenon is observed that 
the enzyme activity increased by the binding of the anti-CRP antibody is recovered with 
an increase in CRP concentration, as shown in Fig. 14. That is to say, it is shown that 
CRP can be assayed using the fused enzyme in which CRP peptide represented by SEQ 
ID NO: 2 is inserted at Val796/Ser797 of /3 -galactosidase. 
[0029] 

[Effect of the Invention] 

Using the hybrid enzyme of the present invention into which the foreign 
peptide is inserted, the presence and the amount of the material having the binding 
ability to the foreign peptide can be directly assayed. Further, when the hybrid enzyme 
and the material having the binding ability to the foreign peptide are used in 
combination, the presence and the amount of a macromolecule material containing the 
foreign peptide can be indirectly detected and assayed. Furthermore, the use of the 
hybrid enzyme of the present invention makes it possible to assay a trace amount of 
CRP in a sample by a homogeneous colorimetry, which enables early diagnosis of 
inflammation in the tissue, and further early diagnosis of diseases. Moreover, various 
macromolecule materials can be easily assayed in homogeneous systems. 

[0030] 

[Sequencing List] 

SEQUENCE LISTING 
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SEQUENCE LISTING 



<110> WAKO PURE CHEMICAL INDUSTRIES, LTD. 

<120> Hybrid Enzymes and Use Thereof 

<130> WJ018 

<140> 
<141> 

<160> 56 

<170> Patentln. Ver. 2. 1 

<210> 1 
' <211> 206 
<212> PRT 
<213> Human 

<400> 1 

Gin Thr Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser Asp 
1 5 10 15 
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Thr Ser Tyr Val Ser Leu Lys Ala Pro Leu Thr Lys Pro Leu Lys Ala 
20 25 30 

Phe Thr Val Cys Leu His Phe Tyr Thr Glu Leu Ser Ser Thr Arg Gly 
35 40 45 

Tyr Ser He Phe Ser Tyr Ala Thr Lys Arg Gin Asp Asn Glu lie Leu 
50 55 60 

He Phe Trp Ser Lys Asp He Gly Tyr Ser Phe Thr Val Gly Gly Ser 
65 70 75 80 

Glu He Leu Phe Glu Val Pro Glu Val Thr Val Ala Pro. Val His He 
85 90 95 

Cys Thr Ser Trp Glu Ser Ala Ser Gly He Val Glu Phe Trp Val Asp 
100 105 110 

Gly Lys Pro Arg Val Arg Lys Ser Leu Lys Lys Gly Tyr Thr Val Gly 
115 120 125 



Ala Glu Ala Ser He He Leu Gly Gin Glu Gin Asp Ser Phe Gly Gly 
130 135 140 
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Asn Phe Glu Gly Ser Gin Ser Leu Val Gly Asp He Gly Asn Val Asn 
145 150 155 160 



Met Trp Asp Phe Val Leu Ser Pro Asp Glu He Asn Thr lie Tyr Leu 
165 170 175 

Gly Gly Pro Phe Ser Pro Asn Val Leu Asn Trp Arg Ala Leu Lys Tyr 
180 185 190 

Glu Val Gin Gly Glu Val Phe Thr Lys Pro Gin Leu Trp Pro 
195 200 205 

<210> 2 
<211> 16 
<212> PRT 
<213> Human 

<400> 2 

Asp Met Ser Arg Lys Ala Phe Val Phe Pro Lys Glu Ser Asp Thr Ser 
1 5 10 15 

<210> 3 
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<211> 27 
<212> PRT 
<213> Human 

<400> 3 

Leu Val Gly Asp He Gly Asn Val Asn Met Trp Asp Phe Val Leu Ser 
1 5 10 15 

Pro Asp Glu He Asn Thr He Tyr Leu Gly Gly 
20 25 

<210> 4 
<211> 12 
<212> PRT 
<213> Human 

<400> 4 

Leu Lys Lys Gly Tyr Thr Val Gly Ala Glu Ala Ser 
1 5 10 



<210> 5 
<211> 10 
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<212> PRT 
<213> Human 



<400> 5 

Arg Ala Leu Lys Tyr Glu Val Gin Gly Glu 
1 5 10 

<210> 6 
<211> 486 
<212> PRT 

<213> Leuconostoc mesenteroides 
<400> 6 

Met Val Ser Glu He Lys Thr Leu Val Thr Phe Phe Gly Gly Thr Gly 
15 10 15 

Asp Leu Ala Lys Arg Lys Leu Tyr Pro Ser Val Phe Asn Leu Tyr Lys 
20 25 30 

Lys Gly Tyr Leu Gin Lys His Phe Ala He Val Gly Thr Ala Arg Gin 
35 40 45 

Ala Leu Asn Asp Asp Glu Phe Lys Gin Leu Val Arg Asp Ser He Lys 

53 



50 



55 



60 



Asp Phe Thr Asp Asp Gin Ala Gin Ala Glu Ala Phe He Glu His Phe 
65 • 70 75 80 

Ser Tyr Arg Ala His Asp Val Thr Asp Ala Ala .Ser Tyr Ala Val Leu 
85 90 95 

Lys Glu. Ala He Glu Glu Ala Ala Asp Lys Phe Asp He Asp Gly Asn 
100 105 110 

Arg He Phe Tyr Met Ser Val Ala Pro Arg Phe Phe Gly Thr He Ala 

, 115 120 125 

Lys Tyr Leu Lys Ser Glu Gly Leu Leu Ala Asp Thr Gly Tyr Asn Arg 
130 135 140 

Leu Met He Glu Lys Pro Phe Gly Thr Ser Tyr Asp Thr Ala Ala Glu 
145 150 155 160 



Leu Gin Asn Asp Leu Glu Asn Ala Phe Asp Asp Asn Gin Leu Phe Arg 
165 170 175 



He Asp His Tyr Leu Gly Lys Glu Met Val Gin Asn He Ala Ala Leu 

54 



180 



185 



190 



Arg Phe Gly Asn Pro He Phe Asp Ala Ala Trp Asn Lys Asp Tyr He 
195 200 205 

Lys Asn Val Gin Val Thr Leu Ser Glu Val Leu Gly Val Glu Glu Arg 
210 215 220 



Ala Gly. Tyr Tyr Asp Thr Ala Gly Ala Leu Leu Asp Met He Gin Asn 
225 230 235 240 



His Thr Met .Gin He Val Gly Trp 
245 

Phe Thr Asp Lys Asp He Arg Ala 
260 

Leu Lys He Tyr Asp Glu Ala Glu 

275 280 

Gin Tyr Gly Ala Gly Asp Ser Ala 

290 295 

Leu Asp Val Pro Ala Asp Ser Lys 



Leu Ala Met Glu Lys Pro Glu Ser 
250 255 

Ala Lys Asn Ala Ala Phe Asn Ala 
265 270 

Val Asn Lys Tyr Phe Val Arg Ala 
285 

Asp Phe Lys Pro Tyr Leu Glu Glu 
300 

Asn Asn Thr Phe He Ala Gly Glu 
55 



305 



310 



315 



320 



Leu Gin Phe Asp Leu Pro Arg Trp 
325 



Ser Gly Lys Arg Leu Ala Ala Lys 
340 



Lys Ala Gly Thr Phe Asn Phe Gly 
355 360 



Val Leu Ser He He He Asp Pro 
370 375 



Glu Gly Val Pro Phe Tyr Val Arg 
330 335 

Gin Thr Arg Val Asp He Val Phe 
345 350 

Ser Glu Gin Glu Ala Gin Glu Ala 
365 

Lys Gly Ala He Glu Leu Lys Leu 
380 



Asn Ala Lys Ser Val Glu Asp Ala Phe Asn Thr Arg Thr He Asp Leu 

385 390 395 400 

Gly Trp Thr Val Ser Asp Glu Asp Lys Lys Asn Thr Pro Glu Pro Tyr 

405 410 415 



Glu Arg Met He His Asp Thr Met Asn Gly Asp Gly Ser Asn Phe Ala 
420 425 430 

Asp Trp Asn Gly Val Ser He Ala Trp Lys Phe Val Asp Ala He Ser 
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435 



440 



445 



Ala Val Tyr Thr Ala Asp Lys Ala Pro Leu Glu Thr Tyr Lys Ser Gly 
450 455 - 460 

Ser Met Gly Pro Glu Ala Ser Asp Lys Leu Leu Ala Ala Asn Gly Asp 
465 470 475 480 

Ala Trp Val Phe Lys Gly 
485 



<210> 7 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 7 

ataaggggta caccatggtt tcagaaatca agacgttag 
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<210> 8 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 8 

ttcccgggct ttaattaacc tttaaacacc 30 

<210> 9 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 9 . 

tggttggtta gctatggaaa aaccagaatc 30 



58 



<210> 10 
<211> 34 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 10 

taggatccag gtacgtctaa ttcttcaagg tatg 34 

<210> 11 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 11 

atggatccgc tgattctaaa aacaatacct tc 32 
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<210> 12 
<211> 25 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 12 

aagcttgcat gcctgcaggt tcccg 25 

<210> 13 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of the DNA 
coding for amino acids of Sequence 2, and a partial restriction site of BamHI 
consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 13 

gatccgacat gtcgaggaag gcttttgtgt ttcccaaaga gtcggatact tccg 54 
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<210> 14 
<211> 54 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 13 
<400> 14 

gatccggaag tatccgactc tttgggaaac acaaaagcct tcctcgacat gtcg 54 

<210> 15 
<211> 48 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide consisting of the DNA 
coding for partial amino acids of Sequence 3, and a partial restriction site of 
BamHI consisting of 5' end of "gatcc" and 3' end of "g". 
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<400> 15 

gatccgtgct gtcaccagat gagattaaca ccatctatct tggcgggg 
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<210> 16 
<211> 48 

<212> DNA ' • 

<213> Arti f icial Sequence 

<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 15 
<400> 16 

gatcccccgc caagatagat ggtgttaatc tcatctggtg acagcacg 48 

<210> 17 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide consisting of the DNA 
coding for amino acids of Sequence 4, and a partial restriction site of BamHI 
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consisting of 5' end of "gatcc" and 3' end of "g". 
<400> 17 

gatccctgaa gaagggatac actgtggggg cagaagcaag eg 42 

<210> 18 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 17 
<400> 18 

gatcegcttg cttctgcccc cacagtgtat cccttcttca gg 42 

<210> 19 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 
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<223> Description of Artificial Sequence: Oligonucleotide consisting of the DNA 
coding for amino acids of Sequence 5, and a partial restriction site of BamHI 
consisting of 5'end of "gatcc" and 3' end of "g". 

<400> 19 

gatcccgggc actgaagtat gaagtgcaag gcgaag 36 

<210> 20 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 19 
<400> 20 

gatccttcgc cttgcacttc atacttcagt gcccgg 36 

<210> 21 
<211> 47 
<212> DNA 

<213> Artificial Sequence 
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<220> 



<223> Description of Artificial Sequence: Oligonucleotide consisting of the DNA 
coding for partial amino acids of Sequence 3, and a partial restriction site of 
BamHI consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 21 

gatcctagtg ggagacattg gaaatgtgaa catgtgggac. tttgtgg 47 

<210> 22 
<211> 47 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Coraplemental DNA of Sequence 21 
<400> 22 

gatcccacaa agtcccacat gttcacattt ccaatgtctc ccactag 47 

<210> 23 
<211> 33 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 23 

taggatccgt ctaattcttc aaggtatggc ttg 33 

<210> 24 
<211> 34 
<212> DNA 

<2 1 3> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 24 

aaggatccgt acctgctgat tctaaaaaca atac 34 



<210> 25 
<211> 32 
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<212> DNA 

<213> Artificial Sequence 

<220> 

<400> 25 

ttggatccag caggtacgtc taattcttca ag 32 



<210> 26 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 26 

taggatccga ttctaaaaac aataccttca teg 33 



<210> 27 
<211> 34 
<212> DNA 
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<2 1 3> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 27 

gggtgtttaa aggtggatcc taattaaagc ccgg 34 

<210> 28 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 28 ' 

taggatcctt ctgaaccaaa gttaaacgtg cc 32 



<210> 29 
<211> 32 
<212> DNA 
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<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide Primer 
<400> 29 

atggatccca agaagcacaa gaagctgtct tg 

<210> 30 
<211> 1024 
<212> PRT 

<213> Escherichia coli 
<400> 30 

Met Thr Met He Thr Asp Ser Leu Ala Val Val Leu Gin Arg Arg Asp 
15 10 15 

Trp Glu Asn Pro Gly Val Thr Gin Leu Asn Arg Leu Ala Ala His Pro 
20 25 30 

Pro Phe Ala Ser Trp Arg Asn Ser Glu Glu Ala Arg Thr Asp Arg Pro 
35 40 45 
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Ser Gin Gin Leu Arg Ser Leu Asn Gly Glu Trp Arg Phe Ala Trp Phe 
50 55 60 

Pro Ala Pro Glu Ala Val Pro Glu Ser Trp Leu Glu Cys Asp Leu Pro 
65 70 75 80 



Glu Ala Asp Thr Val Val Val Pro Ser Asn Trp Gin Met His Gly Tyr 
85 90 95 

Asp Ala Pro He Tyr Thr Asn Val Thr Tyr Pro He Thr Val Asn Pro 
100 105 110 



Pro Phe Val Pro Thr Glu Asn Pro Thr Gly Cys Tyr Ser Leu Thr Phe 
115 120 125 



Asn Val Asp Glu Ser Trp Leu Gin Glu Gly Gin Thr Arg He He Phe 

130 135 140 

Asp Gly Val Asn Ser Ala Phe His Leu Trp Cys Asn Gly Arg Trp Val 

145 150 155 160 

Gly Tyr Gly Gin Asp Ser Arg Leu Pro Ser Glu Phe Asp Leu Ser Ala 

165 170 175 
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Phe Leu Arg Ala Gly Glu Asn Arg Leu Ala Val Met Val Leu Arg Trp 
180 185 190 

Ser Asp Gly Ser Tyr Leu Glu Asp Gin Asp Met Trp Arg Met Ser Gly 
195 200 205 

He Phe Arg Asp Val Ser Leu Leu His Lys Pro Thr Thr Gin He Ser 
210 215 220 

Asp Phe His Val Ala Thr Arg Phe Asn Asp Asp Phe Ser Arg Ala Val 
225 230 235 240 

Leu Glu Ala Glu Val Gin Met Cys Gly Glu Leu Arg Asp Tyr Leu Arg 
245 250 255 

Val Thr Val Ser Leu Trp Gin GlyGlu Thr Gin Val Ala Ser Gly Thr 
260 265 270 

Ala Pro Phe Gly Gly Glu He He Asp Glu Arg Gly Gly Tyr Ala Asp 
275 280 285 

Arg Val Thr Leu Arg Leu Asn Val Glu Asn Pro Lys Leu Trp Ser Ala 
290 295 300 
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Glu He Pro Asn Leu Tyr Arg Ala Val Val Glu Leu His Thr Ala Asp 
305 310 315 320 



Gly Thr Leu He Glu Ala Glu Ala Cys Asp Val Gly Phe Arg Glu Val 
325 330 335 

Arg He Glu Asn Gly Leu Leu Leu Leu Asn Gly Lys Pro Leu Leu He 
340 345 350 

Arg Gly Val Asn Arg His Glu His His Pro Leu His Gly Gin Val Met 
355 360 365 

Asp Glu Gin Thr Met Val Gin Asp He Leu Leu Met Lys Gin Asn Asn 
370 375 380 

Phe Asn Ala Val Arg Cys Ser His Tyr Pro Asn His Pro Leu Trp Tyr 
385 390 395 400 

Thr Leu Cys Asp Arg Tyr Gly Leu Tyr Val Val Asp Glu Ala Asn He 
405 . 410 415 

Glu Thr His Gly Met Val Pro Met Asn Arg Leu Thr Asp Asp Pro Arg 
420 425 430 
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Trp Leu Pro Ala Met Ser Glu Arg Val Thr Arg Met Val Gin Arg Asp v 
435 440 445 



Arg Asn His Pro Ser Val He He Trp Ser Leu Gly Asn Glu Ser Gly 

450 4'55 460 

His Gly Ala Asn His Asp Ala Leu Tyr Arg Trp He Lys Ser Val Asp 

465 470 475 480 

Pro Ser Arg Pro Val Gin Tyr Glu Gly Gly Gly Ala Asp Thr Thr Ala 

485 490 . 495 

Thr Asp He He Cys Pro Met Tyr Ala Arg Val Asp Glu Asp Gin Pro 

500 505 510 

Phe Pro Ala Val Pro Lys Trp Ser He Lys Lys Trp Leu Ser Leu Pro 

515 520 525 

Gly Glu Thr Arg Pro Leu He Leu Cys Glu Tyr Ala His Ala Met Gly 

530 535 " 540 



Asn Ser Leu Gly Gly Phe Ala Lys Tyr Trp Gin Ala Phe Arg Gin Tyr 
545 550 555 560 
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Pro Arg Leu Gin Gly Gly Phe Val Trp Asp Trp Val Asp Gin Ser Leu 
565 570 575 

He Lys Tyr Asp Glu Asn Gly Asn Pro Trp Ser Ala Tyr Gly Gly Asp 
580 585 590 

Phe Gly Asp Thr Pro Asn Asp Arg Gin Phe Cys Met Asn Gly Leu Val 
595 600 605 

Phe Ala Asp Arg Thr Pro His Pro Ala Leu Thr Glu Ala Lys His Gin 
610 615 620 

Gin Gin Phe Phe Gin Phe Arg Leu Ser Gly Gin Thr He Glu Val Thr 
625 630 635 640 

Ser Glu Tyr Leu Phe Arg His Ser Asp Asn Glu Leu Leu His Trp Met 
645 650 655 

Val Ala Leu Asp Gly Lys Pro Leu Ala Ser Gly Glu Val Pro Leu Asp 
660 665 670 

Val Ala Pro Gin Gly Lys Gin Leu He Glu Leu Pro Glu Leu Pro Gin 
675 680 685 
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Pro Glu Ser Ala Gly Gin Leu Trp. Leu Thr Val Arg Val Val Gin Pro 
690 695 700 



Asn Ala Thr Ala Trp Ser Glu Ala Gly His He Ser Ala Trp Gin Gin 

705 710 715 720 

Trp Arg Leu Ala Glu Asn Leu Ser Val Thr Leu Pro Ala Ala Ser His 

725 730 735 

Ala He Pro His Leu Thr Thr Ser Glu Met Asp Phe Cys He Glu Leu 

740 745 750 

Gly Asn Lys Arg Trp Gin Phe Asn Arg Gin Ser Gly Phe Leu Ser Gin 

755 • 760 765 

Met Trp He Gly Asp Lys Lys Gin Leu Leu Thr Pro Leu Arg Asp Gin 

770 775 780 

Phe Thr Arg Ala Pro Leu Asp Asn Asp He Gly Val Ser Glu Ala Thr 

785 790 795 800 



Arg lie Asp Pro Asn Ala Trp Val Glu Arg Trp Lys Ala Ala Gly His 
805 810 815 
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Tyr Gin Ala Glu Ala Ala Leu Leu Gin Cys Thr Ala Asp Thr Leu Ala 
820 825 830 

Asp Ala Val Leu He Thr Thr Ala His Ala Trp Gin His Gin Gly Lys 
835 840 845 

Thr Leu Phe He Ser Arg Lys Thr Tyr Arg He Asp Gly Ser Gly Gin 
850 855 860 

Met Ala He Thr Val Asp Val Glu Val Ala Ser Asp Thr Pro His Pro 
865 870 875 880 

Ala Arg He Gly Leu Asn Cys Gin Leu Ala Gin Val Ala Glu Arg Val. 

885 890 • 895 

Asn Trp Leu Gly Leu Gly Pro Gin Glu Asn Tyr Pro Asp Arg Leu Thr 
900 905 910 

Ala Ala Cys Phe Asp Arg Trp Asp Leu Pro Leu Ser Asp Met Tyr Thr 
915 920 925 



Pro Tyr Val Phe Pro Ser Glu Asn Gly Leu Arg Cys Gly Thr Arg Glu 
930 935 940 
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Leu Asn Tyr Gly Pro His Gin Trp Arg Gly Asp Phe Gin Phe Asn He 
945 950 955 960 



Ser Arg Tyr Ser Gin Gin Gin Leu Met Glu Thr Ser His Arg His Leu 
965 970 975 

Leu His Ala Glu Glu Gly Thr Trp Leu Asn He Asp Gly Phe His Met 
980 985 990 

Gly He Gly Gly Asp Asp Ser Trp Ser Pro Ser Val Ser Ala Glu Phe 
995 1000 1005 

Gin Leu Ser Ala Gly Arg Tyr His Tyr Gin Leu Val Trp Cys Gin Lys 
1010 1015 1020 



<210> 31 
<211> 448 
<212> PRT 

<213> Escherichia coli 
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<400> 31 

Thr Pro Glu Met Pro Val Leu Glu Asn Arg Ala Ala Gin Gly Asp He 
1 5 10 15 

Thr Ala Pro Gly Gly Ala Arg Arg Leu Thr Gly Asp Gin Thr Ala Ala 
20 25 . 30 



Leu Arg Asp Ser Leu Ser Asp Lys 
35 40 

He Gly Asp Gly Met Gly Asp Ser 
50' 55 

Ala Glu Gly Ala Gly Gly Phe Phe 
65 70 

Thr Gly Gin Tyr Thr His Tyr Ala 
85 

Asp Tyr Val Thr Asp Ser Ala Ala 
100 



Pro Ala Lys Asn He He Leu Leu 
45 

Glu He Thr Ala Ala Arg Asn Tyr 
60 

Lys Gly He Asp Ala Leu Pro Leu 
75 80 

Leu Asn Lys Lys Thr Gly Lys Pro 
90 95 

Ser Ala Thr Ala Trp Ser Thr Gly 
105 110 



Val Lys Thr Tyr 
115 



Asn Gly Ala Leu Gly 
. 120 



Val Asp He His Glu Lys Asp 
125 
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His Pro Thr He Leu 
130 



Glu Met Ala Lys Ala Ala 
135 



Gly Leu Ala Thr Gly 
140 



Asn Val Ser Thr Ala Glu Leu Gin Asp Ala Thr Pro Ala Ala Leu Val 

145 150 155 160 

Ala His Val Thr Ser Arg Lys Cys Tyr Gly Pro Ser Ala Thr Ser Glu 

165 170 175 

Lys Cys Pro Gly Asn Ala Leu Glu Lys Gly Gly Lys Gly Ser He Thr 

180 185 190 



Glu Gin Leu Leu Asn Ala Arg Ala Asp Val Thr Leu Gly Gly Gly Ala 
195 200 205 



Lys Thr Phe Ala Glu Thr Ala Thr Ala Gly Glu Trp Gin Gly Lys Thr 
210 215 220 

Leu Arg Glu Gin Ala Gin Ala Arg Gly Tyr Gin Leu Val Ser Asp Ala 
225 230 235 240 



Ala Ser Leu Asn Ser 
245 



Val Thr Glu Ala Asn Gin Gin Lys Pro Leu Leu 
250 255 
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Gly Leu Phe Ala Asp Gly Asn Met Pro Val Arg Trp Leu Gly Pro Lys 
260 265 270 

Ala Thr Tyr His Gly Asn He Asp Lys Pro Ala Val Thr Cys Thr Pro 
275 ' 280 285 

Asn Pro Gin Arg Asn Asp Ser Val Pro Thr Leu Ala Gin Met Thr Asp 
290 295 300 

Lys Ala He Glu Leu Leu Ser Lys Asn Glu Lys Gly Phe Phe Leu Gin 
305 310 315 320 

Val Glu Gly Ala Ser He Asp Lys Gin Asp His Ala Ala Asn Pro Cys 
325 330 335 

Gly Gin He Gly Glu Thr Val Asp Leu Asp Glu Ala Val Gin Arg Ala 
340 345 350 

Leu Glu Phe Ala Lys Lys Glu Gly Asn Thr Leu Val He Val Thr Ala 
355 360 365 



Asp His Ala His Ala Ser Gin lie Val Ala Pro Asp Thr Lys Ala Pro 
370 375 380 
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Gly Leu Thr Gin Ala Leu Asn Thr Lys Asp Gly Ala Val Met Val Met 
385 390 395 400 

Ser Tyr Gly Asn Ser Glu Glu Asp Ser Gin Glu His Thr Gly Gin Leu 
405 410 415 

Arg He Ala Ala Tyr Gly Pro His Ala Ala Asn Val Val Gly Leu Thr 
420 425 430 

Asp Gin Thr Asp Leu Phe Tyr Thr Met Lys Ala Aia Leu Gly Leu Lys 
435 440 445 

<210> 32 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of the DNA 
coding for partial amino acids of Sequence 2, and a partial restriction site of 
BamHI consisting of 5' end of "gatcc" and 3' end of "g". 
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<400> 32 

gatccgacat gtcgaggaag gcttttgtgt ttcccaaaga gtcgg 
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<210> 33 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 32 

<400> 33 ' 
gatcccgact ctttgggaaa cacaaaagcc ttcctcgaca tgtcg 45 

<210> 34 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Descr ipt ion of Ar t i f icial Sequence: 01 igonucleot ides consist ing of the DNA 
coding for partial amino acids of Sequence 2, and a partial restriction site of 
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BamHI consisting of 5' end of "gatcc" and 3' end of "g". 
<400> 34 

gatccaggaa ggcttttgtg tttcccaaag agtcgg 36 

<210> 35 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 34 
<400> 35 

gatcccgact ctttgggaaa cacaaaagcc ttcctg 36 

<210> 36 
<211> 36 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 36 

cacaggaaac agaccatggg atccgtttca gaaatc 36 



<210> 37 . 
<211> 32 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 37 

ttggatccat caccggcacc atattgtgca eg 32 



<210> 38 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<;400> 38 

aaggatcctc agctgacttc aagccatacc ttg 33 

<210> 39 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 39 

aaggatccaa ggtatggctt gaagtcagct g 31 



. <210> 40 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 40 

aaggatccaa ggtatggctt gaagtcagct g 31 

<210> 41 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 41 

ggtacgtata attcatcaag gtatggcttg 30 



<210> 42 
<211> 26 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 42 

tatacgtacc tgctgattct aaaaac 26 

<210> 43 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of the DNA 
coding for partial amino acids of Sequence 2 . 

<400> 43 

aggaaggctt ttgtgtttcc caaagagtcg 30 

<210> 44 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
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<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 43 
<400> 44 

cgactctttg ggaaacacaa aagccttcct 30 

<210> 45 
<211> 55 
<212> PRT 

<213> Hepatitis B virus 
<400> 45 

Met Gin Trp Asn Ser Thr Ala Phe His Gin Ala Leu Gin Asp Pro Arg 
1 5 10 15 

Val Arg Gly Leu Tyr Phe Pro Ala Gly Gly Ser Ser Ser Gly Thr Val 
20 1 25 30 

Asn Pro Ala Pro Asn He Ala Ser His He Ser Ser lie Ser Ala Arg 
35 40 45 



Thr Gly Asp Pro Val Thr Asn 
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50 



55 



<210> 46 
<211> 12 
<212> PRT 

<213> Hepatitis B virus 
<400> 46 

Asp Pro Arg Val Arg Gly Leu Tyr Phe Pro Ala Gly 
1 5 10 

<210> 47 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of the DNA 
coding for amino acids of Sequence 46, and a partial restriction site of BamHI 
consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 47 

gatccgaccc gcgtgttcgt ggtctgtatt tcccggctgg tg 42 
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<210> 48 
<211> 42 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 47 
<400> 48 ' 

gatccaccag ccgggaaata cagaccacga acacgcgggt cc 42 

<210> 49 
<211> 84 
<212> PRT 
<213> Human 

<400> 49 

Ala Val Ser Glu He Gin Phe Met His Asn Leu Gly Lys His Leu Ser 
1 5 10 15 

Ser Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His 
20 25 30 
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Asn Phe Val Ala Leu Gly Ala Ser He Ala Tyr Arg Asp Gly Ser Ser 
35 40 45 



Gin Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser HisGln 
50 55 60 

Lys Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asp Val Leu He Lys 
65 70 75 80 

Ala Lys Pro Gin 

<210> 50 
<211> 15 
<212> PRT 
<213> Human 

<400> 50 

Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gin Asp Val His Asn 
15 10 15 

<210> 51 
<211> 51 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotides consisting of the DNA 
coding for amino acids of Sequence 50, and a partial restriction site of BamHI 
consisting of 5' end of "gatcc" and 3' end of "g". 

<400> 51 

gatccgaacg tgttgaatgg ctgcgtaaaa aactgcagga cgttcataac g 51 

<210> 52 
<211> 51 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Complemental DNA of Sequence 51 
<400> 52 

gatccgttat gaacgtcctg cagtttttta cgcagccatt caacacgttc g 51 
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<210> 53 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> . 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 53 

tatgaccatg attacggatt cactggcc 28 



<210> 54 
<211> 26 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 54 

ctgcccggtt attattattt ttgacaccag 26 
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<210> 55 . 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 55 

taggatccta cgccaatgtc gttatccagc g 31 

<210> 56 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Oligonucleotide primer 
<400> 56 

ttggatccag tgaagcgacc cgcattgacc 30 
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[0031] 

[Brief Description of the Drawings] 

[Fig. l] Fig.l is a graph showing the ability for measuring an anti-CRP 
antibody of hybrid enzyme G308C1 of the present invention. 

[Fig. 2] Fig.2 is a graph showing the ability for measuring CRP of hybrid 
enzyme G308C1 of the present invention. In Figs. 2 to 14, 

Recovery (%) = {(G6PDH activity at each CRP concentration) - (G6PDH 
activity at 0 mg/dl of CRP)}/{(G6PDH activity in the absence of antibody) -(G6PDH 
activity at 0 mg/dl of CRP)} X 100; and 

Activity ratio (%)= {G6PDH activity in the presence of antibody/ G6PDH 
activity in the absence of antibody} X 100. 

[Fig. 3] Fig.3 is a graph showing the ability for measuring CRP of hybrid 
enzyme G308C2 of the present invention. 

[Fig. 4] Fig.4 is a graph showing the ability for measuring CRP of hybrid 
enzyme G308C3 of the present invention. 

[Fig. 5] Fig.5 is a graph showing the ability for measuring CRP of hybrid 
enzyme G308C5 of the present invention. 

[Fig. 6] Fig.6 is a graph showing the ability for measuring CRP of hybrid 
enzyme G306C1 of the present invention. 

[Fig. 7] Fig.7 is a graph showing the ability for measuring CRP of hybrid 
enzyme G309C1 of the present invention. 

[Fig. 8] Fig.8 is a graph showing the ability for measuring the anti-CRP of 
hybrid enzyme G362C1 of the present invention. 

[Fig. 9] Fig.9 is a graph comparing the sensitivities of measuring CRP of 
hybrid enzymes G306C1, G306C15 and G306C18 of the present invention. 

[Fig. 10] Fig. 10 is a graph showing the ability for measuring CRP of hybrid 
enzyme G306d3Cl of the present invention. 
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[Fig. 11 ] Fig. 11 is a graph showing the ability for measuring the anti-preS2 
antibody of hybrid enzyme G306H1 of the present invention. 

[Fig. 12] Fig.12 is a graph showing the ability for measuring the PTH of 
hybrid enzyme G306P1 of the present invention. 

[Fig. 13] Fig. 13 is a graph showing the ability for measuring the anti-CRP of 
hybrid enzyme B796C1 of the present invention. 

[Fig. 14] Fig. 14 is a graph showing the ability for measuring CRP of hybrid 
enzyme B796C1 of the present invention. 
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[Title of Document] Drawing 
[Fig.l] 



FIG.l 




Dilution ratio of anti-CRP antibody 

G6PDH activity in the presence of antibody 

Activity ratio (%) = " " " 7~7~ 

G6PDH activity in the absence of antibody 



x 100 



[Fig.2] 

FIG.2 




0 20 40 60 80 

CRP (me/dl) 



i 



[Fig.3] 
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[Fig.14] 
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[Title of Document] Abstract 
[Abstract] 

[Subject] To provide is a method which makes it possible to measure a trace 
amount of CRP in a sample by a homogeneous colorimetry and a method for assaying a 
macromolecule material in a homogeneous system. 

[Means for Solution] The present inventors have found the specific positions that 
the enzyme activity is maintained also when the foreign peptide is inserted in that 
position, and is modified when a material having binding ability to the inserted foreign 
peptide is bound to the peptide. The present invention provide the hybrid enzyme 
which is inserted a CRP-derived peptide into a specific position. By determining the 
modulation of enzyme activity after contacting the hybrid enzyme with samples, it 
becomes possible to assay a trace amount of CRP in a sample by a homogeneous 
colorimetry. 

[Selected Drawing] None 
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